
PRIMERS TESTED IN KLEIN ET AL 2018:
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ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_2 Ctaur1 1 61 96 24 1 ACAG TGTCTGTCTGTNA 1 1 2 28 194 TGGTAGTGCCTGGTAGTGCCAACCTTGGTCA 28 28 13 20 206 22 60,035 57,276 48,500 22,900 4,759,718 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA
cons_gr806_3 Ctaur2 3 46 80 20 1 AGAT TCTATCTATCTTCTA_46_125 1 1 6 26 176 GCCAGGCAACGCCAGGCAACTTAGGCACCA 26 29 2 18 177 23 60,050 57,013 40,100 41,100 8,037,096 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC
ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_2 Ctaur3 1 138 72 18 1 AGAT AGATAGATAGNA 1 1 6 23 193 CTGGGCGGCGCTGGGCGGCGTGTAAGCGTA 52 23 66 20 258 26 60,733 58,441 21,700 42,000 8,291,142 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT
ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986_1 Ctaur4 1 72 48 16 1 AAT TATTATTATTANA 1 1 3 31 195 GGCACTTTGCGGCACTTTGCGGGAAGTGGA 31 77 21 20 215 19 59,685 60,304 38,500 47,500 1,619,633 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC
ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 Ctaur5 1 113 48 16 1 AGG GGAGGAGGANA 1 1 3 64 243 GGTTCTTAGTAGGTTCTTAGTAACGACGAGCT 84 64 2 27 244 20 59,228 59,829 45,100 28,700 7,943,281 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT
ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939_1 Ctaur6 1 87 64 16 1 AAAG TTCTTTCTTTC NA 1 1 6 25 170 GCAAGCCCAGGCAAGCCCAGATGCATTGAA 25 41 42 20 211 20 59,182 61,323 46,100 47,000 2,140,192 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT
ST‐E00142:460:H2K7HCCXY:6:2102:20303:64017_1 Ctaur7 1 125 42 14 1 CCG CCGCCGCCGCNA 1 1 4 27 176 CCGCTCCTCTGCCGCTCCTCTGCAGCGCACGA 69 27 36 20 211 18 60,533 61,753 37,200 38,500 4,286,296 A 242 CAGCgggggAgggggCGCTGGCGCTCCCGCGGCGGCCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCTGCCCGCCTCGCACCACGTGACGCGGACGCGGGGCCGCGGGGCCGCCCCTTCCAccgccgccgccgccgccgccgccgccgccgccgccgccgccgCCTCCCTCCGCGGCTCCGGCCCGCGCCACCTCTCCTCGTGCGCTGCTCGCGTGCcgcgcgcgCCACTGCCCGGACG
ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047_1 Ctaur8 1 95 56 14 1 ATCC GATGGATGGANA 1 1 11 29 155 GATGGCAGGCGATGGCAGGCGCGTCGTGTA 29 31 47 19 201 20 60,228 59,193 38,600 32,400 2,035,681 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga
ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025_1 Ctaur9 1 103 39 13 1 AAG TTCTTCTTCTT NA 1 1 1 50 195 GCTCTTTCTTGGCTCTTTCTTGGCAACGCAGT 64 50 16 23 210 19 59,866 59,794 38,600 30,200 4,339,793 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG
ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156_1 Ctaur10 1 165 39 13 1 AAT ATAATAATAA NA 1 1 2 26 135 CAGTCACCATTCAGTCACCATTCGAACGCGCC 26 28 117 22 251 20 59,320 59,349 33,400 14,000 3,330,349 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT
ST‐E00142:460:H2K7HCCXY:6:1206:30847:59956_1 Ctaur11 1 73 39 13 1 ACC GGTGGTGGTGNA 1 1 3 41 227 AGTTCAATTCGAGTTCAATTCGTCGCTGTTCGA 41 108 12 20 238 19 59,404 61,047 52,800 36,900 2,642,946 B 246 GCatatatTCGAGTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCGGCCCCAGCGACGGCGGCCGTCGTCGggtggtggtggtggtggtggtggtggtggtggtggtggtCGCACAGGGCCCACCCGGCCCGCTCGTGTtcccctcccctccccTTTAAGGGAAGGGGAGACCCGCCGGCCCCTTACCCGGTCTGGGCCCGACACGTGACTCCAGGCCCCTCTCCCTCGAACAGCGAGGCGCGGT
ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 Ctaur12 1 97 52 13 1 AAAG AGAAAGAAAGNA 1 1 10 38 207 GGAGTAATGAGGAGTAATGATCCTACCTTAT 38 69 35 24 241 24 58,194 58,399 34,100 42,000 11,406,477 B 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA
cons_gr798_3 Ctaur13 3 104 36 12 1 AGC AGCAGCAGCAAGC_104_139 1 1 4 58 218 TGTACATTGA TGTACATTGA CACCGAGGTG 58 84 26 20 243 20 59,192 60,179 61,300 29,000 0.987225 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA
cons_gr862_3 Ctaur14 3 109 48 12 1 ATCC ATCCATCCATCTCCA_114_15 1 1 10 50 210 TGCATGCATCTTGCATGCATCTGTGGATGGCT 68 50 17 24 226 20 59,782 60,109 28,300 37,700 4,326,503 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG
ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060_1 Ctaur15 1 110 40 10 1 ACTC CTCACTCACTCNA 1 1 3 24 190 GCATTGTTGGGCATTGTTGGACATTTGTCTC 84 24 5 21 194 21 60,068 59,996 27,100 43,000 2,071,680 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT
ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 Ctaur17 1 74 94 47 1 AC GTGTGTGTGTNA 1 1 4 25 190 GCAATTGACAGCAATTGACATGACATCACCA 27 25 25 22 214 22 59,580 59,698 30,800 43,000 4,721,892 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA
ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 Ctaur18 1 46 90 45 1 AC ACACACACACNA 1 1 3 24 215 CAGCCTCCTTCCAGCCTCCTTCTGATGGGAAT 24 59 1 21 215 21 57,315 60,341 31,800 34,600 5,026,424 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG
ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 Ctaur19 1 53 64 32 1 AT TATATATATATNA 1 1 3 25 174 AAGGTTGGCAAAGGTTGGCAGAAACAGAGT 25 40 8 20 181 25 58,314 57,086 26,900 25,700 9,600,028 A 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC
ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 Ctaur20 1 63 50 25 1 AG TCTCTCTCTCTNA 1 1 3 36 240 CCTCTTACAGCCCTCTTACAGCCCCATCCGTCC 36 115 7 20 246 19 60,108 59,851 50,100 38,600 1,257,119 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT
ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798_1 Ctaur22 1 90 39 13 1 AAT ATTATTATTATNA 1 1 3 52 192 TTTGCACTATCTTTGCACTATCTCCAAACCTCT 52 56 14 24 205 21 57,117 59,646 28,300 40,800 8,236,641 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG
ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_1 Ctaur23 1 76 36 12 1 AGG TCCTCCTCCTCNA 1 1 4 51 250 AGTGCAGTCCAGTGCAGTCCAGCGCAGTAA 51 119 1 24 250 20 59,231 60,036 37,900 44,000 4,804,978 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT
ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 Ctaur24 1 119 50 25 1 AC TGTGTGTGTGNA 1 1 3 26 177 CCCGCACACC CCCGCACACC TTTCACTCTAT 59 26 41 19 217 23 60,906 57,510 31,300 30,100 7,395,635 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT
ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 Ctaur25 1 48 60 30 1 AC ACACACACACNA 1 1 1 21 240 GTCTTTGGAC GTCTTTGGAC GATAGAACAC 21 116 7 20 246 23 58,823 59,680 47,000 38,500 4,497,089 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG
ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 Ctaur26 1 165 52 26 1 AG TCTCTCTCTCTNA 1 1 3 28 241 AGCCCATGGTAGCCCATGGTACAGATACAG 121 28 24 20 264 20 60,398 57,163 37,200 38,600 3,235,017 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTC
ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 Ctaur27 1 100 70 35 1 AG CTCTCTCTCTCNA 1 1 4 20 207 GAAGGTCAGGGAAGGTCAGGCCCGGGAATG 77 20 3 20 209 20 62,190 57,841 40,000 21,700 4,349,667 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA
ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 Ctaur28 1 60 50 25 1 AT ATATATATATANA 1 1 4 22 140 GAATGCATTTAGAATGCATTTAACTTTCGTACC 22 22 12 26 151 20 60,073 59,684 39,300 40,000 6,388,987 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA


