Polymorphism of CRISPR Shows Separated Natural Groupings of Shigella Subtypes and Evidence of Horizontal Transfer of CRISPR
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Supplementary Text S1. The repeat and spacer sequences found in this research. 
This supplementary text includes the repeat and spacer sequences of six CRISPR loci in Shigella spp. and E. coli. “rep” represents the repeat sequence. “s” represents the spacers found in Shigella spp.. “e” represents the spacers found in E. coli. 

CRa
[bookmark: OLE_LINK1]rep  ATGCTGGCGCATCTTATCCAGCCTACGGTTGCTCTCCAGC
s1 CGGGTTGGATAAGGCGTTTATGCCGCATCCGACAGCTATCGCCGGATGCG 

CRb
rep1 GTTCACTGCCGTACAGGCAGCTTAGAAA
rep2 GTTCACTGCCGTACAGAAAGATAAAATG
s1 TCGACGGGGTGCGGTAAAACCTTTGCGAACGC
s2 TTCACAGGTAACATACTCCACCCGCCCACCAT
s3 GTCAACCGAAAGAAAAACTCGATTTTTATACC

e1 GGAACAATCTTGCAAAGGCTGTGAAAGTTGGC
e2 TCGACGGGGTGCGGTAAAACCTTTGCGAACGC
e3 AACCTACCGTCTTGGCTAGCGGTTGCAGCGAA
e4 GCTGTATTCGGCAAATGAAGTGGATGTTGATG

CRc
rep   TTTGTAGGCCTGATAAGACGCGCCAGCGTCGCATCAGGC
s4  TCCGGGTGCCGGATGCAGCGTGAACGCCTTATCCGGCCTACGGCTCGGA 

CRf
rep1 AGGTAACTCAGGGAGAAATGTCAGCTG
rep2 AGGTAATTCAGGAAGCATGGTTAGCTG
s1  GTTATTTCTTACTGAGAGCACTTCCAGCGATGT  
s2  ATTGTTATCTGCATTAATATATTCCAGCAATGC  

CRd
rep1   GGGTGTTCTACCGCAGGGGCGGGGAATTC
rep2   CGGTTTATCCCCGCTGGCGCGGGGAACAC
s1  TAAGTGATATCCATCATCGCATCCAGTGCGCC 
s2  TTACTGCTTGGTATGCGGAATCACACCCTGAA 
s3  TATGACGATGCGACGAAAATAATTGTTGCTGA
s4  GCAAATAAGCTGCGGTTTTATGGCTCACTGAA
s5  TGCTGGCGCATCACTGGCCGCAGGTCAAAAAC
s6  TCGCATGAACGGGCGCGCGTGTGGCCCGAATT
s7  GCGGGCGGATTCAATCTGGCCAATATCGACGA
s8  CGCCTGCACGCGACATCAAAATAGTGATTGCT
s9  GGGTAAAGGCATTGTTTTAGCCCTGAACCCGC
s10 ACGTATCGTTCCACCGCCTCATGTCGTTGGAC
s11 ATAACGACAAGCCAGTATTTTTCCGTTAATAA
s12 GACGACACGTAACGTTCGATTCACGCCGGATG
s13 GGTGGGGATTAATGCTGGAGCTGTACCGGCAA

The spacers of CRd locus in the sequenced genomes of S. dysenteriae 1617 and S. dysenteriae Sd197:
s14 CCAAGTGATATCCATCATCGCATCCAGTGCGCC
s15 CCAGCGTCAGGCGTGAAATCTCACCGTCGTTGC
s16 CTCGGTTCAGGCGTTGCAAACCTGGCTACCGGG
s17 CGTAGTCCATCATTCCACCTATGTCTGAACTCC


e1  ACATGAATGTCGGTTCAGACCGTGTTTTTACC
e2  ATTTACAATCAGATAACTGGTGCCGTTCTCGT 
e3  GGGGGCGCGGTAAATTTTACGACGGCGGCACC
e4  CATGCCAGAGGGGGCATTTACCACCGCCGAAT
e5  ACCAACAAACGGCGTTTCATAAACCCGCCCAG
e6  TTGCGCGACGTAGCGGAAAATACGATCGCCGC
e7  ATCGGAAAGAGCCAACACAGCGATATTCCCAT
e8  TAGGCCATAACATCAGTATCTGACCCGGTGAC
e9  TGGTTTGGTTCGCTGTTGAGTGGGATTTTTAT
e10 ATTTACAATCAGATAACTGGTGCCGTTCTCGT 
e11 GGGGGCGCGGTAAATTTTACGACGGCGGCACC
e12 CATGCCAGAGGGGGCATTTACCACCGCCGAAT
e13 ACCAACAAACGGCGTTTCATAAACCCGCCCAG
e14 TTGCGCGACGTAGCGGAAAATACGATCGCCGC
e15 ATCGGAAAGAGCCAACACAGCGATATTCCCAT
e16 TAGGCCATAACATCAGTATCTGACCCGGTGAC
e17 TGGTTTGGTTCGCTGTTGAGTGGGATTTTTAT
e18 TGAGCGTCGGCGGCTCGCTGGATTTGCGCGG  
e19 AATGCATCAGTTGAACACAAAAGTAGCTTTTC
e20 TTTTGCTGACACCGGCAATACTGAACGGCTGG
e21 ACGGATTGCGGTATATGCAGTGTCCAGATTCT
e22 TAAACCACCAGCCAGACCACCAATTACCACAC
e23 GGGGATAACGGTTATCCACTGGCCGCCGATCT
e24 TGTAATAGCCTGATCTCTGATCTCCCTCGCCT
e25 CTGTCCCAGGCCGAGGCTGTATTTCAATCCTG
e26 GCGATGGATCAGGGTATTACACTCGACGGCGG
e27 ATAGCCACGGCGATCGGCGTCGAACCGTGGAT
e28 CAACGGCGATTCGTTGGCCCGCTCATCGTTTG
e29 TGCTTCACTCCACCGGGGGCGATGAATCGACG
e30 TGAAGCATCAAACATTTGGTGGACCAAACGGA
e31 TGTACGCGGCGAGTTTTAGCGACAGGTCATCC
e32 GGATCTGCCAGCGCCTCTGCGGGGCGGTAAAC
e33 TACGCCAGCCACCTGCTTCGCCAGCCGTTCGG
e34 AAGCCGCCTGGCGGCGACGCGTCTTTTAGCCC
e35 GGGTTCCAGCTGCAGGCGCATCGCGAGCAAAT
e36 GTCGATAGTCTGAGGAATTAACTCACTCGCGC
e37 GTTGCCCCCCAAAATCATTAAATCCCCGGCGG
e38 ATTCTTTCAGATAAGCAAAAAGATATAATTCC
e39 ATATTTTTTATTTACCCCTCTGAATAACAGTG
e40 TTGGGTCATTTTGACCTTAGCGCATGGGTCAA
e41 GCGATAGCCGGTAACTCGTGAGCTCGGAAAAG
e42 TCAATATTTACGAAGTTCTTAGCGCGCTGGGG
e43 TTGGTTGTTCGGCGTTTTGAAGAGAACAAAAA 
e44 GACTCAATGGCAACCGTCACGGCCTGTCCTGG
e45 CCCCGCTTCGCTCGAGTACCCGCTCTATATCC
e46 GCGGTCGATTTTGCTGGCGTTGTTTCGGCTGG
e47 GAACGCGAGATGCACCCAGGTTTGTGGGAACT
e48 TCATCATGACGCACGGGCGACCCGACAAGGTT
e49 GCCCGTCGCCAGTTTTCCGGTCGTTTCGTCCT
e50 TTCCCGCGCGATTGCGATCGCCATCGTCCGAT
e51 AAACAGATTGTTCGTTTTCCCCATATTCATGA
e52 CTTTATTCCATCCCTTAATGCTTTGATGAAAT
e53 AATTGATTGCTGGGTGATATTAGAACACGTCG
e54 ATGTAATGAATATTAAGCTTTTCACATTGTCC
e55 TGTTGCAGCGGCGCACCGCTGACGGACTCGCC
e56 CGGAACTGGTCCAGCGTTAACCGGCGGCGGAT
e57 CGGTCAGGGGAACAGCATAACAATTCCGTGCC
e58 TTTAAAAGCATCAGCTAAATAATTAAAGAAAT
e59 GATCCCCACGATAATCACCCTGGGATCAATTT
e60 CTATCTGATTTTGAATACACATCTCTAAAACA
e61 TAGGCTGAACAGGGAGGGGGCTACCGGCACAG
e62 TTGCCAACCGCCAAAGACTGGAAAACCAATCT
e63 CCAACGCGACGATTTTTGCCGCCGGTTATAAG
e64 AATGGGGTAATAATATGGCCGTGTTGCGCTCG
e65 GACAGTCCTTAACTCATGGAGCGTGGCCCGCC
e66 AGTGCTGGACCATTTCAAATTCACAATAGATT
e67 TGATATCCTGTCCAATACTGACGCGGTTATCG
e68 GTCTTTCTCGGCCTGGATCTTTTGCTCGCAAG
e69 TGATTCAGCAGAAATAGAATATTTTTTATTAC
e70 TAATACATGGGGCTACTGGATTATTATTTATT
e71 CGTCCGGATCGGTTTCGAGAATCTCTACGCTC


CRe

rep1 ATGGTTATCCCCGCTGACGCGGGGAACAT
rep2 CGGTTTATCCCCGCTGATGCAGGGAACAT
[bookmark: _GoBack]rep3 CGGGTTATATGGTGGTTTATCCCCGCTGGCGCGGGGAACAC
rep4 CGGTTTATCCCCGCTGGCGCGGGGAACAC


s1 AAGTTCGACAACTTAAAAAATGATAACAAGTC
s2 AATAAAAACTTTAACTAGTT
s3 CCAGCTCTTGCCCGCCTCAAAGTGTTGTAACT
s4 AACATCGGAAACGGCTTCGCGGCGGCGGCGTC
s5 TACGTGAAGAATATTTGCAACACCCGCAAGAA
s6  CAACTGACGTCCGATATTGGCATGGCTGGCAA 
s7  CCTCCTGCTCCGGTGTCAATATCACCTGCGGT
s8  ACCACCCGGATAAATCCCTCCGTGCCAGTGGT
s9  GAGCGCTGGATACAACGACTGATTGATCGGGT
s10 ATATCGCCGGAAATGTGGGAACTGGCCCGCAC
s11 GCCATTGGGCCGGGATTTCTGAGAAGTTTCGC

e1  GACAGAACGGCCTCAGTAGTCTCGTCAGGCTC
e2  CGAGGTTGTACCATTTTTGATGACGATCAACG
e3  CTCTGCACTATTAACGGATTTAACAAAACGGC
e4  ACGTCGCGATAATCGAACCCGGGCTGCAACCC
e5  GGTCTGACCGAGCACGGCCTTGCTCGTCTGCT
e6  CTGTTTTCGCAAATCTATGGACTATTGCTATT
e7  GGGCGCACGGAATACAAAGCCGTGTATCTGCT
e8  TGGCTCTGCAACAGCAGCACCCATGACCACGT
e9  GAAATGCTGGTGAGCGTTAATGCCGCAAACAC
e10 ATTACGCCTTTTTGCGATTGCCCGGTTTTTGC
e11 GCGTGTCGGCAAATCCCGAGGAAATAGAACCC
e12 ACATATGATCAGGCGTGCGCGGCGCTGGCACT
e13 CGAATCACGCCCCGCTTTTTACCGCGTCAGCG
e14 TCCATGAGCCAAAATTTCAAGGCTGGGATTCG
e15 GTACATACTCAAACGATTACTGAATCACAAAA
e16 CTGTGCTCCTGTTTTGTGCCGTAGTTACCGAT
e17 TCCGACACTTAGTATCATTATGGTGTCCGACA
e18 GTCCTGTTTTTGACCGGCGGTAAATGTTGCCT
e19 AATATCCGTTCCTCGCTCTGCGTTTTCGTTGA
e20 GGTCGGGTATTTCATTATGCATCCTGAACTAA
e21 TATGCGCTTGCTGCTGCGTTGATGTACGCGGC
e22 TTAACTACCTGAACACCGGGAAGACTCCGGAC
e23 GATTCAATGTCCGACGCATCCAAGTAAATATT
e24 GGATGAGCAGGGAGCAACAAAAGTAGCCGGAA
e25 CCATACATTAACACGGTGTGGCCACATTTCAA
e26 GCGCGGCCGCGATATCGTTAGCACTGGCTCCC
e27 CAAAACACCTGAACGTTGAGATAGGGCTAAAT
e28 GTTGTCGTATTCCTTAGAAATCTGATGCCAGC
e29 TGACTGACCGGGAAAAGAAAACACCTGGCGAA
e30 AATTTTTCCAGTGGTGTCGTTGTAATTAAGGA
e31 AGGTTAAAGAGGCGCGCCGGGCGCTGGCTGGG
e32 ATCCGTTAATTATTGAGAGAGCTATCAGCTAT
e33 TCTAATTGCGCTTTGATAAATGGAGTTAAAGC
e34 GAATTCGGAATCACATTAAAAGGGAACCCGAT
e35 CCAGGTCCCATTTGTCGATCGGCAGCGCCATT
e36 TGTTAATTCAGCAAGTTGAGATTGTGTCAGTC
e37 AAGAGAACAGCTTATATCTGATGCCGGTTTGC
e38 ACACCGGCGAGATCGTATTTTTTGCCGCTGAG
e39 ATATACAGCAAACCTTCAGAATGCATTCCGGG
e40 GCCGTCTGCCTCCAGCCCAGCCCTGGATATTT
e41 GCGTATCGTCTCGTTATTGCGCCGCCCCAACT
e42 GGCGTTTTTGACTGTACGAATCCCTGCGCCGC
e43 CACGACGGGCAGGCGATCACCGGCATGACCCA
e44 AGTATGCGTTCAATCACTGTCAGGCCTACTTC
e45 GGATCTGCAGACGATGAATTACCGCTTGACTA
e46 GTGTTGCAGCGGCGCACCGCTGACGGACTCAC
e47 TGAAAATTCGCCCGTTAGCGCTCCCTTAGCGC
e48 TCTAATCCCCCACGTAGACGCCCACGCGGTCG
e49 TTTTGTGCCCTGGCGTTTTGCTGGCTCTCGCG
e50 TTTGCCGCTGTCAGCATTGCTGGCGCGTAATA
e51 AAAGTGACGCGATAGACGCGCTGATTGACGCT
e52 TGAAGGTGCTGAAGAATATCGGATTCAGAACG
e53 TGGTGTGATTCCAATTGCCGCACGGAACGCCG
e54 GATAAATCGCTCACGAAGAATAATTCTACCCC
e55 AGGACAGCTGTTGGGGCTGGATATCTTCAAGA
e56 GGCTGTAACCTTCACCCTCTACAATAGATAAC
e57 TGGCTACGGTCGGTTGTATGACATGGTATATC
e58 TCCTGCTTTAGAGGTTAAAATCTCTGTTGCAG

