
SAR0438_ ATGGGAAATATAAAAAGTTTTGCATTGTACATAAGTATCTTGCTTTTAATAGTTGTTGTAGCAGGTTGTGGCAA...AAGTGATA..............A: 83
SAB0389_ ATGGGATATATAAAAAGGATTGGATTGTACATAAGTATTTTTATTTTAATAGTTATGGTAGCAGGTTGTGGAAA...AGATAATG..............A: 83
SAU0397_ ATGGGATATCTAAAAAAGCTTGCACTGTTCATAAGTGTTATTATTTTGGGCATTTTTATAATAGGTTGTGATAGTTCAAGCGATACTGCGGAAA.....A: 95
SAA0419_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG:100
SAC0486_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG:100
SAO0405_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG:100
SAM0397_ ATGGGATATTTAAAAGGGTTTGCATTGTACATAAGTATCTTAATTTTAATAGTTTTTATAGCAGGTTGTGGCAA...AAGTGATA..............A: 83
SAB0390p ATGGGATATTTAAAAAGGTTTGCATTGTACATAAGTATCTTGGTTTTAATAGTTATGGTAGCAGGTTGTGGTAA...AAGTGATG..............A: 83
SAR0440p ATGGGACATCTAAAAAAGCTTGCACTGTTCATAAGTGCTATTATTTTGAGCATTTTTATAATAAGTTGTAATAGTTCAAGCGATACTGCGGAAA.....A: 95
SAU0402_ ATGGGTTATTTAAAAAGACTTGTATTGTACATAGTTATTATGGTTATGAGTGTTTTTATAATAGGTTGTGATAAATCAAGCGAT..ACTGCAGAAAATCC: 98
SAM0399_ ATGGAATATCTAAAAAGGCTTGCATTGTTCATAAGTGTTATTATTTTGACCATTTTTATAATGGGTTGTGATAGTCAAAGCGAT..ACTGCAGAAAATCC: 98
SAB0396p ATGGAGTATATAAAAAAA.TTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG: 99
SAU0396_ ATGCGATATTTAAAAAGACTTTCATGGTACATAAGCATCTTAATTTTAATAGTTGTTATAGCTGGTTGTGGCAAA...GGTAATG.........AAACAA: 88
SAA0410_ ATGGGATATTTAAAAAGGTTTGCATTGTACATAAGCGTTATGATTTTAATATTTGCGATAGCAGGTTGTGGCAAA...GGTAATG.........AAACAA: 88
SAR0439_ ATGGGGTATTTAAAAAGGTTTGCATTGTACATAAGCGTTATGATTTTAATGTTTGCGATAGCAGGTTGTGGCAAA...GGTAATG.........AAACAA: 88
SAU0403_ ATGGGATATTTTAAAAGAGTTGTACTTTACATAATTGTTATGGTTGTGAGTGTTTTTATAATAGGTTGCAATAAATCAAGCGATACTTCAGAAAAGCCAA:100
SAR0443_ ATGAGATATTTAAATAGAGTTGTACTGTACATAATTGTTATGGTTTTGAGTGTTTTTATAATAGGTTGTGATAAATCAAGCGATACTTCAGAAAAGCCAA:100
SAA0417_ ATGGGGTATATAAAAAGAATGGCTTTATACATGAGTGTATTTCTTTTAATCATTTTTATTGTTGGATGTCGAAATATGAAAGATGAACAGAAAAAAGAAG:100
SAC0484_ ATGGGGTATATAAAAAGAATGGCTTTATACATGAGTGTATTTCTTTTAATCATTTTTATTGTTGGATGTCGAAATATGAAAGATGAACAGAAAAAAGAAG:100
SAO0402_ ATGGGATATTTAAAAAGGTTTGCATTGTACATAAGCGTTATGATTTTAATATTTGCGATAGCAGGTTGTGGCAA......AGGTAATGAAACAAAAGAAG: 94
SAM0401_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG:100
SAU0405_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGAAGAACAGAAAAAAGAAG:100
SAA0413_ ATGGGTTATTTAAAAAGACTTGTATTGTATATAGTTATTATGGTTATGAGTGTTTTTATAATAGGTTGTGATAA.ATCAAGCGATACTGCAGAAA..AAT: 97
SAU0400_ ATGAGGGATTCAAAAAGAGTAGTATTGTACATAAGCATTATGGTGTTGAGTATTTTTATAATTGGTTGTGGCAA...AGGTAATG.........AAATAA: 88
SAA0411_ ATGCGATATCTAAAAAAGCTTGCATGGTTCATAAGTGTTATTATTTTGGGCATTTTTATAATAGGTTGTGATAGTTCAAGCGATACTGGGGAAAAAGCAA:100
SAR0442_ ATGGGATATTTAAAAAGGATTGGAATGTGCATAAGCCTATTGATTGTAATTATTTTTGTAACATCTTGCGGTGGT...GGTAATA.........AGATCA: 88
SAB0393_ ATGAATAATTTTAGGCAATGCGCGTTGTGTATAGGTACATCGGTCTTAATTCTATTAGTGTCAGGTTGCAGTGGC...GTATTTG.........ACACTC: 88
SAM0398_ ATGGGATATTTAAAAAGGATTGGAATGTGTATAAGCCTGTTGATTGTAATCATTTTTGTAACATCTTGCGGTGGT...GGTAATA.........AAATCA: 88
SAA0414_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATAAGTCTGTTGATTTTAAGCATTTTTGTAACATCTTGCGATGGT...GATAATA.........AGATCA: 88
SAC0481_ ATGGGATATTTAAAAAGGTTTGCATTGTACATAAGCGTTATGATTTTAATATTTGCGATAGCAGGTTGTGGCAAA...GGTAATG.........AAACAA: 88
SAU0398_ ATGGGATATTCAAAAAGGTTTGCATTGTACATAAGCGTTATGATTTTAATATTTGCGATAGCAGGTTGTGGC......AAAAGTGAT.....GAAACAAA: 89
SAB0392_ ATGGGATATTTAAAAAAGGTTGGAATGTGTATAAGCCTGTTGATTGTAATCATTTTTGTAACATCTTGCGGT......GGTGGTAAT.....AAAATCAC: 89
SAU0399p ATGAATAATTTTAGAAAATGTGCGTTGTGTATAGG.ACGTCAGTCTTAATTCTATTAGCATCAGGTTGCAGT......GGCGTATTT.....GACACTCC: 88
SAU0404_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATAAGTCTGTTGATTTTAATCATTTTTGCAACATCTTGTGGT......AGT...AAT.....AAGATTAC: 86
SAR0444_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATTAGTTTGTTGATTTTAATCATCTTTGTTACATCTTGTGAT......GGTGATAAT.....AAGATTAC: 89
SAO0404_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATTAGTTTGTTGATTTTAATCATCTTTGTTACATCTTGTGAT......GGTGATAAT.....AAGATCAT: 89
SAC0485_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATTAGTTTGTTGATTTTAATCATCTTTGTTACATCTTGTGAT......GGTGATAAT.....AAGATCAT: 89
SAA0418_ ATGAAGTCTATAAAAAGGATTGGATTGTGCATTAGTTTGTTGATTTTAATCATCTTTGTTACATCTTGTGAT......GGTGATAAT.....AAGATCAT: 89
SAA0416_ ATGAAGTGTTTTCAGAAA......TTATACATATTTATATTAATTTTAATCGTATTAATGGCAGGATGCGA......AAGTAATA........AGATCAC: 80
SAC0483_ ATGAAGTGTTTTCAGAAA......TTATACATATTTATATTAATTTTAATCGTATTAATGGCAGGATGCGA......AAGTAATA........AGATCAC: 80
SAB0395_ ATGAAGTGTTTTCAGAAA......TTATACATATTTATATTAATTTTAATCGTATTAATGGCAGGATGCGA......AAGTAATA........AGATCAC: 80
SAM0400_ ATGGGATATTTTAAAAGAGTTTTACTTTATATAATTGTTATGGTTTTGAGTGTTTTTATAATAGGTTGTGATAAATCAAGCGATACTTCAGAAAAATCAA:100
SAA0415_ ATGGAATATCTAAAAAGGCTTGCATTGTTAATAAGTGTTATTATTTTGACCATTTTTATAATGGGTTGTGATAGTCAAAGCGATACTGCAGAAAATCCAA:100
SAC0482_ ATGGAATATCTAAAAAGGCTTGCATTGTTAATAAGTGTTATTATTTTGACCATTTTTATAATGGGTTGTGATAGTCAAAGCGATACTGCAGAAAATCCAA:100
SAB0394_ ATGAGATATTTAAAAAGAGTTGTACTGTACAGAATTGTTATGGTTTTGAGTGTTTTTATAATAGGTTGTGATAAATCAAGCGATACTTCAGAAAAGCCAA:100
SAU0401_ ATGGGATATTCAAAAAGGTTTGCATTGTACATAAGTATCTTGATTTTAATAGTTATGGTAGCAGGTTGTGGTAA...AAGTGATGAA..ACAAAA.....: 90
SAA0412p ATGTGGTCAATAAAAAGAATTGGAATGTACACAAATGTTATAATTTTGAGCGTTTTTATAATAGGTTGTGATAGTTCAAGCAATAAT..GCAGAAAATCA: 98
SAR0445_ ATGGAGTATATAAAAAAAATTGCTTTGTACATGAGTGTATTACTTTTAATCATTTTTATTGGGGGATGTGGAAATATGAAAGATGAACAGAAAAAAGAGG:100

SAR0438_ AACAAAAGAA.......GATTCCAAAGAAGAACAAATTAAAAAGAGCTTTGCGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGACCTATATGA:176
SAB0389_ AATAAAAGAA.......TATTCAAAAGAAACACAAATCAAAAATAGTTTTGCGAAAACGTTAGATATGTACCCAATCAAAAATCTTGAAGATTTATATGA:176
SAU0397_ AGCAAAAGAA.......GATTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:188
SAA0419_ AACAAACGAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:200
SAC0486_ AACAAACGAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:200
SAO0405_ AACAAACGAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:200
SAM0397_ AACAAAAGAA.......GATTCAAAAGAAGCACAAATTAAAAAGAGCTTTGAGAAAACTTTAGATATGTATCCAATCAAAAATCTCGAGGATTTATACGA:176
SAB0390p AACAAAAGAA.......GATTCCAAAGAAGAACAAATTAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATCAAAAATCTCCAGGATTTATACGA:176
SAR0440p AGCAAAAGAA.......GATTCAAAAGAAGAACAAATTAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATCAAAAATCTCGAGGATTTATACGA:188
SAU0402_ AAAAGA..........AGGTTCAAAAGAAGCACAAATTAAAAAGAGTTTTTCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGAATCTATATGA:188
SAM0399_ AAAAGA..........AGGTTCAAAAGAAGCACAAATTAAAAAGAGTTTTTCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATATGA:188
SAB0396p AACAAACGAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:199
SAU0396_ AAGAA............GGTTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATCAAAAATCTCGAGGATTTATACGA:176
SAA0410_ AAGAA............GATTCAAAGGAAGAACAAATCAAAAAGAGCTTTGCGATAACATTAGATATGTATCCAATTAAGAATCTCGAGGACTTATATGA:176
SAR0439_ AAGAA............GGTTCAAAAGAAACACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATCAAAAATCTCGAGGATTTATACGA:176
SAU0403_ AAGAA............GATTCAAAAGAAACACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGACTTATATGA:188
SAR0443_ AAGAA............GATTCAAAAGAAGCACAAATTAAAAAGAGTTTTGAGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:188
SAA0417_ AACAAACAAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGAGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGAGTTATACGA:200
SAC0484_ AACAAACAAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGAGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGAGTTATACGA:200
SAO0402_ A..................TTCAAAGGAAGAACAAATCAAAAAGAGCTTTGCGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGACTTATACGA:176
SAM0401_ AACAAACGAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATCTATATGA:200
SAU0405_ CAAATACAAATAAAACAGATTCAAAAGAAGAAAAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGAACTATATGA:200
SAA0413_ CAAA.........AGAAGACTCGAAAGAAACACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATTCAATTAAGAATCTCGAGGAACTATATGA:188
SAU0400_ AAGAA............GACGCAAAGGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATCAAAAATCTCGAGGACCTATATGA:176
SAA0411_ AAGAA............GATTCAAAGGAAGAACAAATCAAAAAGAGCTTTGCGAAAACATTAGATATGTATCCAATTAAGAATCTCGAGGACTTATATGA:188
SAR0442_ CTGGA............GATTCAAAAGAAACACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTACCCAATCAAAAATCTCGAGGACCTATATGA:176
SAB0393_ CTGAA............GATTCAAAAGAAACACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTACCCTATTAAGAATCTTGAGGACTTATATGA:176
SAM0398_ CTGGA............GATTCAAAAGAAACACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTACCCAATCAAAAATCTTGAAGATTTATACGA:176
SAA0414_ CTGGA............GATTCAAAAGAAACACAAATCAAAAAGAGCTTTTCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGACTTATATGA:176
SAC0481_ AAGAA............GATTCAAAGGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGACTTATATGA:176
SAU0398_ A...GA..........AGGTTCCAAAGAAGAACAAATTAAAAAGAGCTTTGCGAAAACGTTAGATATGTACCCAATTAAGAATCTCGAGGACTTATATGA:176
SAB0392_ T...GG..........AGATTCAAAAGAAACACAAATCAAAAAGAGCTTTGCGAAAACGTTAGACATGTACCCTATTAAGAACCTAGACGATTTATACGA:176
SAU0399p T...GA..........AGATTCAAAAGAAACACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTATCCAATTAAAAATCTTGAGGATTTATACGA:175
SAU0404_ T...GG..........AGACTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAATCTTTAGACAAGTATCCTACTGAAAATCTAGAAGAGTTTTATGA:173
SAR0444_ T...GG..........AGACTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACATTAGAAATGTATCCAATCAAAAACCTCGAAGATTTATACGA:176
SAO0404_ T...GG..........AGATTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATCTACCCTATTAAGAATCTCGAGGATTTATACGA:176
SAC0485_ T...GG..........AGATTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATCTACCCTATTAAGAATCTCGAGGATTTATACGA:176
SAA0418_ T...GG..........AGATTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATCTACCCTATTAAGAATCTCGAGGATTTATACGA:176
SAA0416_ T...GG..........AGATTCGAAAGAAACACAGATCAAAAAGAGCTTTGCGAAAACATTAGATGTATACCCTACGAAAAATCTAGAAGATTTTTATGA:167
SAC0483_ T...GG..........AGATTCGAAAGAAACACAGATCAAAAAGAGCTTTGCGAAAACATTAGATGTATACCCTACGAAAAATCTAGAAGATTTTTATGA:167
SAB0395_ T...GG..........AGATTCGAAAGAAACACAGATTAAAAAGAGCTTTGCGAAAACATTAGATGTATACCCTACGAAAAATCTAGAAGATTTTTATGA:167
SAM0400_ AA..GG..........AGATTCAAAAGAAGCACAAATTAAAAAGAGTTTTGCAAAAACGTTAGACATGTATCCTACTGAAAATCTAGAAGACTTTTATGA:188
SAA0415_ AA..GA..........AGGTTCAAAAGAAGCACAAATTAAAAAGAGTTTTTCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTTTATGG:188
SAC0482_ AA..GA..........AGGTTCAAAAGAAGCACAAATTAAAAAGAGTTTTTCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTTTATGA:188
SAB0394_ AA..GA..........AGATTCAAAAGAAGCACAAATTAAAAAGAGTTTTGCAAAAACGTTAGATATGTATCCTATTGAAAATCTAGAAGACTTTTATGA:188
SAU0401_ ....GA..........AGATTCCAAAGAAGAACAAATTAAAAAGAGCTTTGCGAAAACGTTAGATATGTACCCTATTAAGAATCTCGAGGATTTATACGA:176
SAA0412p AAGAGA..........AGACTCAAAAGAAGAACAAATCAAAAAGAGCTTTGCGAAAACGTTAGATATGTACCCTATTAAGAATCTCGAGGATTTATATGA:188
SAR0445_ AACAAACAAATAAAACAGATTCAAAAGAAGAACAAATCAAAAAGAGTTTTGCGAAAACGTTAGATATGTATCCAATTAAGAATCTCGAGGATTTATACGA:200

CysPredicted signal peptide

5'-variable region

5'-variable region Central conserved region

figure S3 (1/7)Figure S3
(A)



SAR0438_ TAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGAGATAAGGGGACGTGGACTTTACTCACAAGTTTTTCAAAAAGTAACAAACCGGATGAAATAGAT:276
SAB0389_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGAGATAAGGGGACGTGGACTTTACTCACAAGTTTTTCAAAAAGTAACAAACCAGGGGTAATAGAT:276
SAU0397_ CAAAGAAGGATATAGAGATGGTGAATTTAAAAAGGGCGATAAGGGGACTTGGACTTTACTCACAAGTTTTTCAAAAAGTAACAAACCGGGTGAAATAGAT:288
SAA0419_ CAAAGAAGGATATCGAGATGGTGAGTTTAAAAAAGGCGATAAAGGTACGTGGACTATACTTACAGGTTTTTCAAAAAGTAACAAACCAGGAGTATTAGAT:300
SAC0486_ CAAAGAAGGATATCGAGATGGTGAGTTTAAAAAAGGCGATAAAGGTACGTGGACTATACTTACAGGTTTTTCAAAAAGTAACAAACCAGGAGTATTAGAT:300
SAO0405_ CAAAGAAGGATATCGAGATGGTGAGTTTAAAAAAGGCGATAAAGGTACGTGGACTATACTTACAGGTTTTTCAAAAAGTAACAAACCAGGAGTATTAGAT:300
SAM0397_ CAAAGAAGGCTATAGAGATGGTGAATTTAAAAAGGGTGATAAGGGTACATGGACTTTACTCACAAGTTTTGCTAAAAGTAACAAACCAGGTGAGATAGAT:276
SAB0390p CAAAGAAGGCTATAGAGATGGTGAATTTAAAAAGGGCGATAAGGGTACATGGACTTTGCTCACAAGTTTTGCTAAAAGTAACAAACCAGGTGAGATAGAT:276
SAR0440p CAAAGAAGGTTATCGAGATGACGAATTTAAAAAAGGCGATAAGGGTACATGGACTTTACTCACAAGTTTTGCTAAAAGTAACAAACCAGGCGAGATAGAT:288
SAU0402_ CAAAGAAGGATATCGTGATGGCGAATTTAAAAAAGGTGATAAAGGGACTTGGACAATATCAACAGATTTTGCTAAAAGCAACAAGCAAGGTGAAATGAAT:288
SAM0399_ CAAAGAAGGATATCGTGATGGCGAATTTAAAAAAGGTGATAAAGGGACGTGGACAATATCAACAGATTTTGCTAAAAGCAACAAACCAGGTGAAATGGAT:288
SAB0396p CAAAGAAGGATATCGAGATGGTGAGTTTAAAAAAGGCGATAAAGGTACGTGGACGATATCAACAGATTTTGCTAAAAGCAACAAACCGGGTGAAATGGAT:299
SAU0396_ CAAAGAAGGATATCGAGATAGCGAATTTAAAAAAAGTGATAAAGGGACATGGACGATATACACAGATTTCGCTAAAAGTAATAAACCGGGTGAATTGGAT:276
SAA0410_ CAAAGAAGGATATCGAGATAGCGAATTTAAAAAAGGTGACAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACCGGGTGAATTGGAT:276
SAR0439_ CAAAGAAGGCTATAGAGATGGTGAATTTGAAAAAGGTGACAAAGGGATGTGGACGATATACACAGATTTCGCTAAAAGTAATAAACCGGGTGAATTGGAT:276
SAU0403_ TAAAGAAGGATACCGTGATGGCGAATTTAAAAAGGGTGACAAAGGAATGTGGACTATATATACAGATTTTGCTAAAAGTAATAAACAAGGTGGATTGAGT:288
SAR0443_ CAAAGAGGGATCTCGTGATGGTGAGTTTAAAAAAGGCGATAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACAAGGTGGATTGAGT:288
SAA0417_ CAAAGAAGGATACCGAGATGGCGAATTTAAAAAGGGTGATAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACAAGGTGGATTGAGT:300
SAC0484_ CAAAGAAGGATACCGAGATGGCGAATTTAAAAAGGGTGATAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACAAGGTGGATTGAGT:300
SAO0402_ CAAAGAAGGATACCGAGATGGCGAATTTAAAAAGGGTGATAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACAAGGTGGATTGAGT:276
SAM0401_ CAAAGAAGGATATCGAGATGGTGAGTTTAAAAAAGGTGATAAAGGTATGTGGACGATATATACAGATTTTGCCAAAAGTAATAAAGCAGACGAATTAAGT:300
SAU0405_ CAAAGAAGGCTATCGAGATGGCGAATTTGAAAAAGGTGACAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACCGGGTGAACTAAGT:300
SAA0413_ CAAAGAAGGCTATCGAGATGGCGAATTTGAAAAAGGTGACAAAGGGATGTGGACGATATATACAGATTTCGCCAAAAGTAATAAACCGGGTGAACTAAGT:288
SAU0400_ TAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGGTGACAAAGGGATGTGGACGATTTACACAGATTTCGCCAAAAGTAATAGACCAGGTGTATTAGAT:276
SAA0411_ CAAAGAAGGATATCGAGATAGCGAATTTAAAAAAGGTGACAAAGGGATGTGGATGATATATACAGATTTCGCCAAAAGTAATAAACCGGGTGTATTAGAT:288
SAR0442_ TAAAGAAGGCTATCGAGATGGCGAATTTGAAAAAGGTGACAAAGGGATGTGGACGATATATACAGATTTTGCTAAAAGCAATAAATCAGACGAATTGGAT:276
SAB0393_ TAAAGAAGGATACCGTGATGGCGAATTTAAAAAGGACGACAAAGGAATGTGGACTATATATACAGATTTTGCTAAAAGCAATAAATCAGACGAATTGGAT:276
SAM0398_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGGTGACAAAGGGATGTGGACGATATACACAGATTTCGCTAAAAGTAATAAACCGGGTGAATTGGAT:276
SAA0414_ TAAAGAAGGATACCGTGATGGCGAATTTAAAAAGGGCGACAAAGGAATGTGGACTATATATACAGATTTTGCTAAAGGCAATAAATCAGACGAATTGGAT:276
SAC0481_ TAAAGAAGGATACCGTGATGGCGAATTTAAAAAGGGCGACAAAGGAATGTGGACTATATATACAGATTTTGCTAAAGGCAATAAATCAGACGAATTGGAT:276
SAU0398_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGTGACAAAGGGACATGGGTTATCAGTTCAGTAATGGTTAAACAGCCAAAAGGTGAAATTATGAAA:276
SAB0392_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGCGATAAGGGGACTTGGGGTATCAGTTCAGCAATGGTTAAACAGCCAAAAGGTAAAATTATGAGA:276
SAU0399p TAAAGAAGGATATCGAGATGGAGAATTTAAAAAGGGAGACAAAGGGACGTGGGTTGTTAGATCTGAAATGATAATTCAACCAAAAGGTAAAAGTTTAACT:275
SAU0404_ TAAAGAAGGATATAGAGATGGAGAATTTGAAAAAGATGATAAAGGGACTTGGCTAATTAGATCTGAAATGAAAATCCAATTAAAAGGAGAAAATCTGGAA:273
SAR0444_ CAAAGAAGGATATCGAGACGGAGAATTTAAAAAAGGTGATAAAGGGACTTGGGTTATTAGATCTGAAATGAAAATCCAATTAAAAGGAGAAAATCTGGAA:276
SAO0404_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCTGAAATGAAAATCCAATTAAAAGGAGAAAATCTGGAA:276
SAC0485_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCTGAAATGAAAATCCAATTAAAAGGAGAAAATCTGGAA:276
SAA0418_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCTGAAATGAAAATCCAATTAAAAGGAGAAAATCTGGAA:276
SAA0416_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGTGACAAAGGGAAGTGGGTTATTAGATCTGAAATGACAACAGAACTGAAAAATGAAAATATGGTA:267
SAC0483_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAGGGTGACAAAGGGAAGTGGGTTATTAGATCTGAAATGACAACAGAACTGAAAAATGAAAATATGGTA:267
SAB0395_ CAGAGAAGGATATCGAGATGGCGAATTTAAAAAGGGTGACAAAGGGAAGTGGGTTATTAGATCCGAAATAACAACAGAACTGAAAAATGAAAATATGGTA:267
SAM0400_ CAAAGAGGGATATCGAGATGGAAAATTTAAAAAAGGCGACAAAGGTACTTGGGTTATTAGATCTGAAATGACAACAGAACTGAAAAATGAAAATATGGTA:288
SAA0415_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCCGAAATAGTTAAACAGCCAAAGGGCAAAGTGATGAAA:288
SAC0482_ CAAAGAAGGATATCGAGATGGCGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCCGAAATAGTTAAACAGCCAAAGGGCAAAGTGATGAAA:288
SAB0394_ CAAAGAGGGATATCGAGATGGAGAATTTAAAAAAGATGATAAAGGTACTTGGCTAATTAGATCTGAAATAGTTAAACAGCCAAAGGGCAAAGTGATGAAA:288
SAU0401_ TAAAGAAGGATACCGTGATGGCGAATTTAAAAAGGGTGATAAGGGGACGTGGGTTCTGTATTCAGCTATAGTATCACAACCAAAAGGCGAGAGTTTAAAA:276
SAA0412p CAAAGAAGGATATCGTGATGGTGAGTTTGAAAAAGGCGATAAGGGGACGTGGGTATTGTATTCAGCTATGGTATCACAACCAAAAGGCGAGAGTTTAAAA:288
SAR0445_ CAAAGAAGGCTATCGAGATGGCGAATTTGAAAAAGGTGACAAAGGGATGTGGGTTCTGTATTCATCTATTGTATCAGAATTCAAAGGCGAGAGTTTAAAA:300

Central conserved region 3'-variable region

3'-variable region
SAR0438_ GACGAAGGCATGGTTTTATATCTAAATAGAAATACCAAAAAGGCAACAGGTTATTATTTTGTAAATAAAATTTATG....ATGATATTAGCAAAAATCAG:372
SAB0389_ GATGAAGGCATGGTTTTATATCTAAATAGAAATACTAAAAAGGCAACAGGTTATTATTTTGTAAATAAAATTTATG....ATGATATTAGCAAAAATCAG:372
SAU0397_ GACGAAGGCATGGTTTTATATCTAAATAGAAATACCAAAAAGGCAACAGGTTATTATTTTGTAAATAAAATTTATG....ATGATATTAGCAAAAATCAG:384
SAA0419_ GATGAAGGCATGGTGTTATATCTTAATAGAAATGCCAAAAAGGCAACAGGTTATTATTTTGTAAATAAAGTTTATG....ATGATATTAGCAAAAATCAT:396
SAC0486_ GATGAAGGCATGGTGTTATATCTTAATAGAAATACCAAAAAGGCAACAGGTTATTATTTTGTAAATAAAGTTTATG....ATGATATTAGCAAAAATCAT:396
SAO0405_ GATGAAGGCATGGTGTTATATCTTAATAGAAATACCAAAAAGGCAACAGGTTATTATTTTGTAAATAAAGTTTATG....ATGATATTAGCAAAAATCAT:396
SAM0397_ GATGAAGGCATGGTTTTATTTTTAAATAGAAATATAAAGAAGGCAACAGGATATTATTACACGAGCAAAGTTCATG....ATGAATTTAATGAAAAAGAG:372
SAB0390p GATGAAGGCATGGTTTTATTTCTTAATAGAAATACAAAGAAGGCAACAGGATATTATTACATAAGCAAAGTTCATG....ATGAATTTAATGAAAAAGAG:372
SAR0440p GACGAAGGTATGGTTTTATTCCTTAATAGAAATACAAAGAAGGCAACAGGATATTATTATACGAGCAAAGTTCATG....ATGAATTTAATGAAAAAGAT:384
SAU0402_ AGCGAAGGTATGGTACTACATTTTAATAGAAATACGAGGACAGCAACAGGATATTATACTGTAAGAACAACTTATG....ATGAAGTGGATAAGTTGGCA:384
SAM0399_ AGTGAAGGTATGGTGCTACATTTGAATAGAAATATGAGGACGGCAACTGGGCATTATACTATAAGAACAACTTATG....ATGAATTGGGTAAGATGACA:384
SAB0396p AGTGAAGGTATGGTACTACATTTGAATAGAAATACGAGGACGGCAACTGGGTATTATACTATAAGAACAACTTATG....ATGAAGTGGGTAAGATGACA:395
SAU0396_ GATGAAGGTATGGTTTTAAATCTGGATAGGAATACTAGAACCGCTAAAGGCCATTATTTTGTTACTACATTTTACC....GGAA...TGGTAAACTACCA:369
SAA0410_ GATGAAGGTATGGTTTTAAATCTGGATAGGAATACTAGAACCGCTAAAGGCCATTATTTTGTTACTACATTTTACC....GGAA...TGGTAAACTACCA:369
SAR0439_ GATGAAGGTATGGTTTTAAATCTGGATAGGAATACTAGAACCGCTAAAGGCCATTATTTTGTTACTACATTTTACC....GGAA...TGGTAAACTGCCA:369
SAU0403_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACTGCAAAGGGACATTATTTTGTTAAGACATTCTATA....ATAA...GGGCAAATTCCCA:381
SAR0443_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACAGCAAAGGGACATTATTTTGTTAAGACATTTTATG....AAAA...GGATAAATTCCCA:381
SAA0417_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACTGCAAAGGGACATTATTTTGTTAAGACATTCTATA....ATAA...GGGCAAATTCCCA:393
SAC0484_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACTGCAAAGGGACATTATTTTGTTAAGACATTCTATA....ATAA...GGGCAAATTCCCA:393
SAO0402_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACTGCAAAGGGACATTATTTTGTTAAGACATTCTATA....ATAA...GGGCAAATTCCCA:369
SAM0401_ AATGAAGGTATGGTCTTATACTTAGATAGAAATACACGGACAGCAAAGGGACATTATTTTGTTAAGACATTTTATG....AAAA...GGATAAATTCCCA:393
SAU0405_ AATGAAGGCATGGTCTTGTACTTAGATAGAAACACACGCACAGCTAAGGGGTACTACTTTGTCAGGACGTTTTATC....GCAA...GGATAAATTACCT:393
SAA0413_ AATGAAGGCATGGTCTTGTACTTAGATAGAAACACACGCACAGCTAAGGGGTACTACTTTGTCAGGACGTTTTATC....GCAA...GGATAAATTACCT:381
SAU0400_ AATGAAGGTATGGTTTTAAATTTGGATAGAAATACACGAACGGCCAAGGGATATTATTTTGTAGATACTATATATG....ACAA...TCATGAAAACTCT:369
SAA0411_ AATGAAGGTATGATTTTAAATTTGGATAGAAATACACGTACGGCCAAGGGATATTATTTTGTAGATACTATATATG....ACAA...TCATGAAAACTCT:381
SAR0442_ GATGAAGGTATGGTTTTAAATCTGGATAGAAATACTCGAACGGCTAAGGGATATTATTTTGTTAAGAAATTTTATG....AAAA...GGATAAATTTTCA:369
SAB0393_ GATGAAGGTATGGTTTTAAATCTGGATAGAAATACTCGAACGGCTAAGGGATATTATTTTGTTAAGAAATTTTATG....AAAA...GGATAAATTTTCA:369
SAM0398_ GATGAAGGTATGGTTTTAAATCTGGATAGAAATACTCGAACGGCTAAGGGATATTATTTTGTTAAGAAATTTTATG....AAAA...GGATAAATTACCT:369
SAA0414_ GATGAAGGTATGGTTTTAAATCTGGATAGAAATACTCGAACGGCTAAGGGATATTATTTTGTTAAGAAATTTTATG....AAAA...GGATAAATTACCT:369
SAC0481_ GATGAAGGTATGGTTTTAAATCTGGATAGAAATACTCGAACGGCTAAGGGATATTATTTTGTTAAGAAATTTTATG....AAAA...GGATAAATTACCT:369
SAU0398_ TCAAGAGGGATGTATCTATTTTTAAATAGAAATACAAGAACCGCAAAAGGATATTTTATTGTAGATGAAACAAGTA.ATGATACTTTAAAAAAAACAGAG:375
SAB0392_ TCAAGAGGTATGTATCTATTTTTAAATAGAAATACAAGAACGGCAAAAGGATATTTTATTGTAGATGTAACAAGTA.ACGATACATTAAAAAAGACAGAA:375
SAU0399p TCAAGAGGCATGATATTATACATGAATAGAAATACTAGGACCACAACCGGTTATTTTTCAATAGAAGAAATAGATTCAAGAAAAAGCCTTGATGAAAGAG:375
SAU0404_ TCTAGGGGAGCAGTTATAGAAATTAACAGAAATACTAGAACGGCTAAAGGGAATTATATTGTTAGAGAAGTTGTTG.AAGATAGCGATGGAATGACACAC:372
SAR0444_ TCTAGGGGAGTAGTTTTAGAAATTAACAGAAATACTAGAACGGCTAAAGGGAATTATATTGTTAGAGAAGTTGTTG.AAGATAGCGATGGAATGACACAC:375
SAO0404_ TCTAGAGGAGCAGTTTTAGAAATTAACAGAAATACTAGAACGGCTAAAGGGCATTATATTGTTAGAGAAGTTGTTG.AAGATAGCGATGGAATGACACAC:375
SAC0485_ TCTAGAGGAGCAGTTTTAGAAATTAACAGAAATACTAGAACGGCTAAAGGGCATTATATTGTTAGAGAAGTTGTTG.AAGATAGCGATGGAATGACACAC:375
SAA0418_ TCTAGAGGAGCAGTTTTAGAAATTAACAGAAATACTAGAACGGCTAAAGGGCATTATATTGTTAGAGAAGTTGTTG.AAGATAGCGATGGAATGACACAC:375
SAA0416_ TCTAAAGGTATGGTCATACGTTTAAATAGAAATAGTAGAACATGCACTGGTGAATATTTTGTCAGGATAGTTAAAG.AAGACAGTGAGGGCAAGGTATAT:366
SAC0483_ TCTAAAGGTATGGTCATACGTTTAAATAGAAATAGTAGAACATGCACTGGTGAATATTTTGTCAGGATAGTTAAAG.AAGACAGTGAGGGCAAGGTATAT:366
SAB0395_ TCTAAAGGTATGGTCATACGTTTAAATAGAAATAGTAGAACATGCACTGGTGAATATTTTGTCAGGATAGTTAAAG.AAGACAGTGAGGGCAAGGTATAT:366
SAM0400_ TCTAAAGGTATGGTCATACGTTTAAATAGAAATAGTAGAACATGCACTGGTGAATATTTTGTCAGGATAGTTAAAG.AAGACAGTGAGGGCAAGGTATAT:387
SAA0415_ ACAAGAGGTATGCAATTATATATTAATAGAAATACCGAAACAGCCAAAGGTTTCTTTGTTTTGAAAGAAATAAGTG.AAAATAATAATCGTGTAAATAAA:387
SAC0482_ ACAAGAGGTATGCAATTATATATTAATAGAAATACCGAAACAGCCAAAGGTTTCTTTGTTTTGAAAGAAATAAGTG.AAAATAATAATCGTGTAAATAAA:387
SAB0394_ ACAAGAGGTATGCAATTATATATTAATAGAAATACCAAAACAGCCAAAGGTTTCTTTGTTTTGAAAGAAATAAGTG.AAAATAATAATCGTGTGAATAAA:387
SAU0401_ TCACGAGGAATGATATTAAAGTTAGATAGAAATAAGAGAACTGCTAAAGGAAGTTATATTATTAGAGAATTGAAAG.AAGATAAAAATCATGATGTTCAA:375
SAA0412p TCACGAGGAATGATATTAAAGTTAGATAGAAATAAGAGAACTGCTAAAGGAAGTTATATTATTAGAGAATTGAAAG.AAGATAAAAATCATGATGTTCAA:387
SAR0445_ TCACGAGGAATGATATTAAAGTTAGATAGAAATAAGAGAACTGCTAAAGGAAGTTATATTATAAGAGAATTGAAAG.AAGATAAAAATCATGATGTTCAA:399
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SAR0438_ AAATTTTTTAGTCAGTATGCGGATTTTAAAGATTTAAAAAATTATCAAGATGGAAGTATAACAACTAATGAAAATATTCCTAGTTATGAAGCAGAATACA:568
SAB0389_ AAATTTTTTAGTCAGTATGCGGATTTTAAAGATTTAAAAAATTATCAAGATGGAAGTATAACAACTAATGAAAATGTACCGAGCTATGAAGCAGAATACA:568
SAU0397_ AAATTTTTTAGTCAGTATGCCGATTTTAAAGATTTAAAAAATTATCAAGATGGAAGTATAACAACTAATGAAAATGTACCGAGATATGAAGCAGAATACA:580
SAA0419_ AAATTTTTTAGTCAGTATGCTGATTTTAAAGATTTAAAAAATTATCAAGATGGAAATATAACAACTAATGAAAACGTACCGAGCTATGAAGCACAATATA:592
SAC0486_ AAATTTTTTAGTCAGTATGCTGATTTTAAAGATTTAAAAAATTATCAAGATGGAAATATAACAACTAATGAAAACGTACCGAGCTATGAAGCACAATATA:592
SAO0405_ AAATTTTTTAGTCAGTATGCTGATTTTAAAGATTTAAAAAATTATCAAGATGGAAATATAACAACTAATGAAAACGTACCGAGCTATGAAGCACAATATA:592
SAM0397_ AAATTCTTTAGTCAGTACGCTGATTTTAGAGATTTTAAAAACTATAAAAATGGAAATATATCAAGTGCAGATAATGTACCAAGTTTCGATGCAGAATATC:568
SAB0390p AAATTTCTTAGTCAGTATGCGGATTTTAAAGATTTAAAAAATTATCAAGATGGAAGTATAACAACTAATGAAAATGTACCGAGCTATGAAGCAGAATTTA:567
SAR0440p AAATTCTTTAGTCAGTATGCTGATTTTAGAGATCTTAAATATTATAAAAATGGAAATATATCAAGTACAGATAATGTGCCAAGCTACGATGCAGAATATA:579
SAU0402_ AAATTTTTCGGGCAATATGCCGATTTTAAAGACTTGAAAAATTATAAAAATGGAAGAATATCTAGCAATGAAAATGTTCCTTATTATGAAGCAGAGTACA:580
SAM0399_ AAATTTTTTAGTCAGTATGCAGATTTTAAAGATTTGAAAAATTATAAAAATGGAAGAATATCTATCAATGAAAATGTTCCGTATTATGAAGCAGAGTACA:580
SAB0396p AAATTTTTCGGGCAATATGCCGATTTTAAAGACTTGAAAAATTATAAAAATGGAAGAATAACCATCAATGAAAATGTTCCATATTATGAGGCAGAGTACA:591
SAU0396_ AAATTTTTCGGTCAATATGCAAATCTTAAAGAATTGAGAAAATATAATAATGGTGATGTTTCAATTAATGAAAATGTTCCTAGTTATGATGTTGAATACA:565
SAA0410_ AAATTTTTCGGTCAATATGCAAATCTTAAAGAATTGAGAAAATATAATAATGGTGATGTTTCAATTAATGAAAATGTTCCTAGTTATGATGTTGAATACA:565
SAR0439_ AAATTTTTCGGTCAATATGCAAATCTTAAAGAATTGAAAAAATATAATAATGGTGATGTTTCAATTAATGAAAATGTTCCTAGTTATGATGTTGAATTCA:565
SAU0403_ AAATTTTTTGGACAATATGCAAATCTTAAAGAATTGAAAAATTACAGCAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:577
SAR0443_ AAATTTTTCGGACAATATGCAAACCTTAAAGAATTGAAAAATTACAACAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:577
SAA0417_ AAATTTTTTGGACAATATGCAAACCTTAAAGAATTGAAAAACTACAACAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:589
SAC0484_ AAATTTTTTGGACAATATGCAAACCTTAAAGAATTGAAAAACTACAACAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:589
SAO0402_ AAATTTTTTGGACAATATGCAAACCTTAAAGAATTGAAAAACTACAACAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:565
SAM0401_ AAATTTTTCGGACAATATGCAAACCTTAAAGAATTGAAAAATTACAACAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGCAAAATTTA:589
SAU0405_ AAATTTTTCGGACAATATGCAAATCTTAAAGAATTGAAAAACTACAGCAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGTGAAATATA:589
SAA0413_ AAATTTTTCAGTCAATATGCAAATCTTAAAGAATTGAAAAACTACAGCAATGGTGATGTCTCAATTAATGAGAATGTTCCAAGTTATGACGTGAAATATA:577
SAU0400_ AAATTTTTCGGACAATATGCCGATTTCAAGAGTTTGAAAAGTTACAACCATGGCGACGTTTCAATTAATAGTAATGTTCCAAGTTATGACGCGAAATTTA:565
SAA0411_ AAATTTTTCGGACAATATGCCGATTTCAAGAGTTTGAAAAGTTACAACAATGGCGACGTTTCAATTAATAGTAATGTTCCAAGTTATGACGCGAAATTTA:577
SAR0442_ AAGTTTTTTGGACAATATGCAAATTTTAAGGATTTGGAAAATTACAACAATGGCGATGTGTCAATAAATTGGAATGTTCCAAGTTATGACGTGGAATATA:565
SAB0393_ AAGTTTTTTGGACAATATGCAAATTTTAAGGATTTGGAAAATTACAACAATGGCGACGTGTCAATAAATTGGAATGTTCCAAGTTATGACGTGGAATATA:565
SAM0398_ AAATTTTTCGGACAATATGCAAATTTTAAGGATTTGGAAAATTACAACAATGGCGACGTGTCAATAAATTGGAATGTTCCAAGTTATGACGTGGAATATA:565
SAA0414_ AAATTTTTCGGACAATATGCAAATTTTAAGGATTTGGAAAATTACAACAATGGCGACGTGTCAATAAATTGGAATGTTCCAAGTTATGACGTGGAATATA:565
SAC0481_ AAATTTTTCGGACAATATGCAAATTTTAAGGATTTGGAAAATTACAACAATGGCGACGTGTCAATAAATTGGAATGTTCCAAGTTATGACGTGGAATATA:565
SAU0398_ AAGTTTTTCTCACAATATGGTGATTTTAAAGAATTAAAAAATTATAAAAATGGAGAGGTTTCATACAATTCTGAAGCCCCTATCTACTCAGCAAAATATC:574
SAB0392_ AAGTTTTTCTCACAATATGGTGATTTTAAAGGATTAAAGAATTATCAAAATGGTGATTATTCATATAACTCAGAAGCACCTACTTATTCTGCTAAATTTC:574
SAU0399p AAGTTTTTTGTGCAATATGGCAGTTTTAAAGGAATAGAGAATTATGAAAATGGTGACATTTCCTATAATTCTGAAGCTCCTATTTATTCAGCGAAATATA:573
SAU0404_ AAATTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGAGGACGAAGTGTCATATAACCCAGAAGTACCAATATACTCTGCACAATATC:571
SAR0444_ AAATTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGACGGAGAAGTGACATATAACCCAGAAGCACCAATATACTCTGCACAATATC:574
SAO0404_ AACTTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGAGGACGAAGTGTCATATAACCCAGAAGTACCAATTTACTCTGCAAAATATC:574
SAC0485_ AACTTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGAGGACGAAGTGTCATATAACCCAGAAGTACCAATTTACTCTGCAAAATATC:574
SAA0418_ AACTTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGAGGACGAAGTGTCATATAACCCAGAAGTACCAATTTACTCTGCAAAATATC:574
SAA0416_ AAATTCTTCGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGACGGAGAAGTGACATATAACCCAGAAGCACCAATATACTCTGCACAATATC:565
SAC0483_ AAATTCTTCGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGACGGAGAAGTGACATATAACCCAGAAGCACCAATATACTCTGCACAATATC:565
SAB0395_ AAATTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGAGGACGAAGTGTCATATAATCCAGAAGTACCAATTTACTCTGCAAAATATC:565
SAM0400_ AAATTCTTTGTACAATACGGGAATTTCAAAGAATTGGAAAACTATAAAGACGGAGAAGTGACATATAACCCAGAAGCACCAATATACTCTGCACAATATC:586
SAA0415_ AAGTTTTTTGTGCAATATGGAAACTTTAAAAATTTCGAAAAATACAACAATGGTGAGTTTTCATATAATCCTGAAGCACCAATTTATTCGGCTAAATATC:586
SAC0482_ AAGTTTTTTGTGCAATATGGAAACTTTAAAAATTTCGAAAAATACAACAATGGTGAGTTTTCATATAATCCTGAAGCACCAATTTATTCGGCTAAATATC:586
SAB0394_ AAGTTTTTTGTGCAATATGGAAACTTTAAAAATTTCGAAAAATACAACAATGGTGAGTTTTCATATAATCCTGAAGCACCAATCTATTCGGCTAAATATC:586
SAU0401_ GAATTATTTTCACAATATGGAAACTTTAATCATTTTGATCGGAATGAGATTACTAATATTTCATATAATCCTAATGCTCCCAATTACTCTGCAGAATATA:574
SAA0412p GAATTATTTTCACAATATGGAAACTTTAATCATTTTGATCGGAATGAGATTACTAATATTTCATATAATCCTAATGCTCCCAATTACTCTGCAGAATATA:587
SAR0445_ AAATTATTTTCTCAATATGGTGAATTTAAGAGTTTAAATACGGATAGGATAACAAATATTTCTTATAATCCTAATGCGCCTAACTATTCAGCTGAATATA:598

SAR0438_ AA...TGAGAAAAAATACCGTGTTGAACTTAAAAATAATAAGATTGTTCTTTTGGATAATGTAGAAGACGAAAAACTTAAACA.AAAAATTGAAAATTTT:468
SAB0389_ AA...TGAGAAAAAATACCGTGTTGAACTTAAAAATAATAAGATTGTTCTTTTGGATAATGTAGAAGACGAAAAACTTAAACA.AAAAATTGAAAATTTT:468
SAU0397_ AA...TGAGAAAAAATACCGTGTTGAACTTAAAAATAATAAGATTATTCTTTTGGATAATGTAGAAGACGAAAAACTTAAACA.AAAAATTGAAAATTTT:480
SAA0419_ AA...TGAGAAAAAATATCGTGTTGAACTAAAAAATAATAAGATTGTTCTTTTGGATAATGTAGAAGACAAAAAACTTAAACA.AAAAATTGAAAATTTT:492
SAC0486_ AA...TGAGAAAAAATATCGTGTTGAACTAAAAAATAATAAGATTGTTCTTTTGGATAATGTAGAAGACAAAAAACTTAAACA.AAAAATTGAAAATTTT:492
SAO0405_ AA...TGAGAAAAAATATCGTGTTGAACTAAAAAATAATAAGATTGTTCTTTTGGATAATGTAGAAGACAAAAAACTTAAACA.AAAAATTGAAAATTTT:492
SAM0397_ CA...TCAAAAAAAATATCATGTTGAACTTAAAAATAATAAAATAGTTCTTTTGGATAATGTAGAAGATTCAAAGCTCAAAAA.TAAAATAGAAAATTTT:468
SAB0390p CA...TCAAAAAAA.TATTATGTTGAACTTAAAAATAATAAAATAGTTCTTTTGGATAATGTAGAAGACGAAAAACTTAAACA.AAAAATTGAAAATTTT:467
SAR0440p CA...ACAAAAAAA.TATCATGTTGAATTAAAAAATAATAAGATAGTACTTTTGGATAAAGTAGAAGATCCAAATCTCAAAAA.TAAAATAGAAAATTTT:479
SAU0402_ CG...CGAAAAAAAATATCGTGTTGAATTTAAAAACAATAAGATAGTTCTATTGGACAAAGTAGAAGATGAAAATCTTAAACA.AAAAATAGAAAATTTT:480
SAM0399_ CG...CGAAAAAAATTATCGTGTTGAACTTAAAAATAATAAGATAGTAGTTTTAGATAAAGTAGAAGATGTAAACCTTAAACA.TAAAATTGAAAATTTT:480
SAB0396p CG...CGAAAAAAATTATCGTGTTGAACTTAAAAATAATAAGATAGTACTTTTAGATAAAGTAGAAGATGAAAACCTTAAACA.TAAAATAGAGAATTTT:491
SAU0396_ GA...TGAAAAGAATTATAAAATTGAAATGAAAAATAATAAGATTATTTTATTAGATGAAGTAAAAGATGATAAGCTCAAGCA.GAAAATAGAAAACTTT:465
SAA0410_ GA...TGAAAAGAATTATAAAATTGAAATGAAAAATAATAAGATTATTTTATTAGATGAAGTAAAAGATGATAAGCTCAAGCA.GAAAATAGAAAACTTT:465
SAR0439_ GA...TGAAAAGAATTATAAAATTGAAATGAAAAATAATAAGATTATTTTATTAGATGAAGTAAAAGATGATAAGCTCAAGCA.GAAAATAGAAAATTTT:465
SAU0403_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGATAAAGTAGAAGATATAAATCTAAAAAA.GAGAATAGAAAACTTT:477
SAR0443_ GA...TAGAAAAAAATATAAAGTTGAAATGAAAAACAATAAAATTATCTTATTAGACAAGGTAGAAGATCCAAAACTAAAAAA.GAGAATAGAAAACTTT:477
SAA0417_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGATAAAGTAGAAGATACAAATCTAAAAAA.GAGAATAGAAAACTTT:489
SAC0484_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGATAAAGTAGAAGATACAAATCTAAAAAA.GAGAATAGAAAACTTT:489
SAO0402_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGATAAAGTAGAAGATACAAATCTAAAAAA.GAGAATAGAAAACTTT:465
SAM0401_ GA...TAGAAAAAAATATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGACAAGGTAGAAGATCCAAAACTAAAAAA.GAGAATAGAAAACTTT:489
SAU0405_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGACAAGGTAGAAGATCCAAATCTAAAAAA.GAGAATAGAAAACTTT:489
SAA0413_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATCATTTTATTAGATAAAGTAGAAGATAAAAAGCTTAAACA.AAAAATAGAAAATTTT:477
SAU0400_ TA...TAGTAAAAATTATAGAGTTGAGATGAAAAACAATAAAATTATTTTATTAGACAAGGTGGAAGATCAAAAACTTAAAGA.AAGAATAGAAAACTTT:465
SAA0411_ TA...TAGTAAAAATTATAGAGTTGAGATGAAAAACAATAAAATTATTTTATTAGACAAGGTGGAAGATCAAAAACTTAAAGA.AAGAATAGAAAACTTT:477
SAR0442_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAACAATAAAATTATTTTATTAGACAAGGTAAACGATCCAAACCTTAAAGA.AAGAATAGAAAATTTT:465
SAB0393_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAACAATAAAATTATTTTATTAGACAAGGTAAACGATCCAAACCTTAAAGA.AAGAATAGAAAATTTT:465
SAM0398_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAAGTATCTTATTAGACAAGGTAGAAGATCCAAATCTAAAAAA.GAGAATAGAAAACTTT:465
SAA0414_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGACAAGGTAGAAGATCCAAATCTAAAAAA.GAGAATAGAAAACTTT:465
SAC0481_ GA...TAGAAAAAATTATAAAGTTGAAATGAAAAATAATAAAATTATCTTATTAGACAAGGTAGAAGATCCAAATCTAAAAAA.GAGAATAGAAAACTTT:465
SAU0398_ GATAAAGAAAAACGTTATCCAGTAAAGATGGTGAATAATAAAATAGTACCTATTGATCCAATTAATGATAAAGGTGTAAAAAA.AGAAATAGAAAATTTT:474
SAB0392_ GATAAAGAAAAGCGTTATCCAGTAAAGATGGTAAATAATAAAATAATACCGATTGGTCCAATTAATGATGAAGGCATAAAAAA.AGAAATTGAAAACTTT:474
SAU0399p AA.ACAGAAAAAAAGTATCCTGTGAAAATGATAAACAATAAAATTATTCCAACTGAGGAGATAAAAGATGAAAAGTTGAAAAA.GGAAATTGAAAACTTT:473
SAU0404_ AATCATACAAAAAGGTATCCTGTGAAAATGGAAAATAATAAAATGATTCCATTAAAATCAATTGATGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:471
SAR0444_ AATCATACAAAAAGGTATCCTGTAAAAATGGAAAATAATAAAATCATTCCATTAAAACAAATCGTTGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:474
SAO0404_ AATCATACAAAAAGATATCCTGTGAAAATGGAAAATAATAAAATGATTCCATTAAAACCAATCGATGACGAAAAAGTAAAAAA.AGAAATCGAAGAATTT:474
SAC0485_ AATCATACAAAAAGATATCCTGTGAAAATGGAAAATAATAAAATGATTCCATTAAAACCAATCGATGACGAAAAAGTAAAAAA.AGAAATCGAAGAATTT:474
SAA0418_ AATCATACAAAAAGATATCCTGTGAAAATGGAAAATAATAAAATGATTCCATTAAAACCAATCGATGACGAAAAAGTAAAAAA.AGAAATCGAAGAATTT:474
SAA0416_ AGTGATGAACGAAAATATCCAGTGAAAATGGAAAATAATAAAATCATTACATTAAAACCAATCGATGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:465
SAC0483_ AGTGATGAACGAAAATATCCAGTGAAAATGGAAAATAATAAAATCATTACATTAAAACCAATCGATGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:465
SAB0395_ AGTGATGAACGAAAATATCCAGTGAAAATGGAAAATAATAAAATCATTCCATTAAAACCAATCGATGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:465
SAM0400_ AGTGATGAACGAAAATATCCAGTGAAAATGGAAAATAATAAAATCATTCCATTAAAACCAATCGATGATGAAAAAGTAAAAAA.AGAAATTGAAGAATTT:486
SAA0415_ GATAAGGAGGAAAAATACGAAGTGAAAATGGTAGGAAATAAAATTATTCCTACTGAACAAATTAATGACGAGAAAATAAAAAA.AGAAATTGAAAACTTC:486
SAC0482_ GATAAGGAGGAAAAATACGAAGTGAAAATGGTAGGAAATAAAATTATTCCTACTGAACAAATTAATGACGAGAAAATAAAAAA.AGAAATTGAAAACTTC:486
SAB0394_ GATAAGGAGGAAAAATACGAAGTGAAAATGGTAGGAAATAAAATTATTCCTACTGAACAAATTAATGACGAGAAAATAAAAAA.AGAAATTGAAAACTTC:486
SAU0401_ AAAAATGAAAAGAAATATCCAGTGAAATTGGTGAATAATAGGATAGTTTTGGTAAAAGATGTTAAAGACAAAAAGTTAAAAAA.TGAAATAGAGTCGTTT:474
SAA0412p AAAAATGAAAAGAAATATCCAGTGAAATTGGTGAATAATAGGATAGTTTTGATAAAAGATGTTAAAGACAAAAAGTTAAAAAAATGAAATAGAGTCGTTT:487
SAR0445_ AAAAACGAAAAAAAGTATCCAGTTAAATTGGTGAATAATAAAATAATTCCAACTGAAGATGTAAAAAACGAAGATTTAAAAAG.AGAAATTGAAAACTTC:498
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SAR0438_ AATTGAATAATAGTGATGAAAATGTAAAAAAACTTAGAGATATTTATCCAATTACAACGAAAAAGGCTCCAATATTAAAGTTACATATAGATGGTGATAT:668
SAB0389_ AATTGAATAATAGTGATACAAATGTAAAAAAACTTAGAGATATTTATCCGATTACAACGAAAAAGGCTGCAATATTAAAGTTACATATAGATGGTGATAT:668
SAU0397_ AATTGAATAATAGTGATACAAATGTAAAAAAACTTAGAGATATTTATCCAATTACAACGAAAAAGGCTCCAATATTAAAGTTACATATAGATGGTGATAT:680
SAA0419_ AAATGAACAATAGTGATAAAAATGTAAAAAAACTTAGAGAAATTTATCCAATTACAACTAATAACTCTCCAAATCTAAAATTATATATAGATGGTGATAT:692
SAC0486_ AAATGAACAATAGTGATAAAAATGTAAAAAAACTTAGAGAAATTTATCCAATTACAACTAATAACTCTCCAAATCTAAAATTATATATAGATGGTGATAT:692
SAO0405_ AAATGAACAATAGTGATAAAAATGTAAAAAAACTTAGAGAAATTTATCCAATTACAACTAATAACTCTCCAAATCTAAAATTATATATAGATGGTGATAT:692
SAM0397_ AAATAAGTAATACGGATAAAAATGTAAAAAAACTTAGAGAGGTTTATCCAATCACAACAAAAAAATCTCCAGTATTAAAATTACATATAGATGGTGACAT:668
SAB0390p AATTGAATAATAGTGATGAAAATGTAAAAAAACTTAGAGAAGTTTATCCAATTACAACAAAAAAATCTCCAGTATTGAAATTACATATAGATGGTGACAT:667
SAR0440p AAATGAGTAATACGGATAAAAATGTAAAAAAACTTAGAGAAGTTTATCCTATTACAACCAAAAAGTCGCCAGTATTAAAATTACATATAGATGGCGACAT:679
SAU0402_ AAAGGAATAATAGTGATGGAAATGTAAAAAAACTTAGAGAAAAGTACCCAATTACAACCAAGCAGTCTCCAATATTAAAACTGCATATAGACGGCGATAT:680
SAM0399_ AAAGGAATAATAGTGATGGAAATGTAAAAAAACTTAGAGAAAAGTACCCAATTACAACCAAGCAGTCTCCAATATTAAAACTGCATATAGACGGAGATAT:680
SAB0396p AAATTAATAATAGTGATGGAAATGTAAAAAAACTTAGAGAAAATTACCCAATTACAGCCAAAAAGTCTCCGATATTAAAACTGCATATAGACGGAGATAT:691
SAU0396_ AAATGAGCAATAAAGATGAAATAGTTAAGGAATTAAGAAGTCGTTATAATATTTCGACTGAAAAATCACCTATATTAAAAATGCATATTGATGGGGACCT:665
SAA0410_ AAATGAGCAATAAAGATGAAATAGTTAAGGAATTAAGAAGTCGTTATAATATTTCGACTGAAAAATCACCTATATTAAAAATGCATATTGATGGGGACCT:665
SAR0439_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTTCGACTGAAAAATCACCTATATTAAAAATGCATATTGATGGTGACCT:665
SAU0403_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTGATTT:677
SAR0443_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTAATTT:677
SAA0417_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTAATTT:689
SAC0484_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTAATTT:689
SAO0402_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTAATTT:665
SAM0401_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAAGCACCGGTATTAAAAATGCATATTGATGGTAATTT:689
SAU0405_ AAATGAGTAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAATCACCGGTATTAAAAATGCATATTGATGGTAATTT:689
SAA0413_ AAATGAGTAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAATATTCCTACTGATAAATCACCGGTATTAAAAATGCATATTGATGGTAATTT:677
SAU0400_ AAATGAGTAATAAAGATGAAAATGTTAAGCAATTAAGAAGCCGTTATAACATTCCTACTGATAAAGCTCCAATATTAAAAATGCATATTGATGGGGACTT:665
SAA0411_ AAATGAGTAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAACATTCCTACTGAAAAAGCTCCAATATTAAAAATGCATATTGATGGGGACTT:677
SAR0442_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAACATTCCTACTGATAAAGCTCCAATGTTAAAAATGCATATTGACGGGGACTT:665
SAB0393_ AAATGAGCAATAAAGATGAAAATGTTAAGCAATTAAGAAGTCGTTATAACATTCCTACTGATAAAGCTCCAATGTTAAAAATGCATATTGACGGGGACTT:665
SAM0398_ AAATGAGCAATAAAGATGAAAATGTTAAACAATTAAGAAGTCGTTATAACATTCCTACTGATAAAGCTCCAATGTTAAAAATGCATATTGACGGGGACTT:665
SAA0414_ AAATGAGCAATAAAGATGAAAATGTTAAACAATTAAGAAGTCGTTATAACATTCCTACTGAAAAAGCTCCAATGTTAAAAATGCATATTGACGGGGACTT:665
SAC0481_ AAATGAGCAATAAAGATGAAAATGTTAAACAATTAAGAAGTCGTTATAACATTCCTACTGATAAAGCTCCAATGTTAAAAATGCATATTGACGGGGACTT:665
SAU0398_ AACTGAAAAATAATGATTATAATGTAAAGCAATTACGTAAAAGATATGATATATCAACAGAAAAGGCTCCCAAATTGTTGTTGAAAGGTACTGGAGATTT:674
SAB0392_ AATTAAGTAATGATGATTATAATGTAAAACAATTACGTAAAATGTATGACATTCAAACCAAAAAAGCGCCTAAATTGTTGTTGAAATGTACTGGAGATTT:674
SAU0399p AACTGAAAAATGATGATTATAATGTTAAAGAATTACGAAAAAGATATAATATTCCAACAGAAAAGGCGCCTAAATTGTTGTTGAAAGGTTCGGGGGATTT:673
SAU0404_ AATTGAAAAACAGTGATTATAATGTAGAGCAATTACGTAAGCGATATAATATCCCGACGCAAAAAGCGCCCAAATTATTATTGAAAGGCTCAGGTAATTT:671
SAR0444_ AATTGAAAAACAGTGATTACAATGTAGAACAATTACGTAAGCGATATAATATCCCGACGCAAAAAGCGCCTAAATTATTATTGAAAGGGTCAGGTAATCT:674
SAO0404_ AATTGAAAAACAGTGATTACAATGTTGAACAATTAAGGAAGCGATATAATATCCCGACGCAAAAAGCGCCCAAATTATTATTGAAAGGCTCAGGTAATTT:674
SAC0485_ AATTGAAAAACAGTGATTACAATGTTGAACAATTAAGGAAGCGATATAATATCCCGACGCAAAAAGCGCCCAAATTATTATTGAAAGGCTCAGGTAATTT:674
SAA0418_ AATTGAAAAACAGTGATTACAATGTTGAACAATTAAGGAAGCGATATAATATCCCGACGCAAAAAGCGCCCAAATTATTATTGAAAGGCTCAGGTAATTT:674
SAA0416_ AATTGAAAAATAGTGATTATAATGTAGAACAACTACGTAAGCGATATAATATAACGACGAAAAAAGCGCCTAAATTATTATTGAAGGGTTCAGGTAATTT:665
SAC0483_ AATTGAAAAATAGTGATTATAATGTAGAACAACTACGTAAGCGATATAATATAACGACGAAAAAAGCGCCTAAATTATTATTGAAGGGTTCAGGTAATTT:665
SAB0395_ AATTGAAAAATAGTGATTATAATGTAGAGCAACTACGTAAGCGATATAATATCCCGACGAAAAAAGCGCCTAAATTATTATTGAAAGGCTCAGGTAATTT:665
SAM0400_ AATTGAAAAACAGTGATTACAATGTAGAACAATTACGTAAGCGATATAATATCCCGACGCAAAAAGCGCCTAAATTATTATTGAAAGGCTCAGGTAATTT:686
SAA0415_ AATTACACAACGATGATTACAATGTAAGGCAACTACGTAAAAGATATGACATTTCAACAAAAGAAACACCGAAGTTACTTTTGAAAGGTGGAGGAGATTT:686
SAC0482_ AATTACACAACGATGATTACAATGTAAGGCAACTACGTAAAAGATATGACATTTCAACAAAAGAAACACCGAAGTTACTTTTGAAAGGTGGAGGAGATTT:686
SAB0394_ AATTACACAACGATGATTACAATGTAAGGCAACTACGTAAAAGATATGAGATTTCAACAAAAGAAGCACCGAAGTTACTTTTGAAAGGTGGAGGAGATTT:686
SAU0401_ AAATGAAGAAAAATGACAGAAACATTCAACAGTTGAAAAAGAGATTTAATCTAAAAACTAGCAAGACACCAAAATTATTGTTTAAGGGATCTGGAGATAT:674
SAA0412p AAATGAAGAAAAATGACAGAAACATTCAACAGTTGAAAAAGAGATTTAATCTAAAAACTAGCAAGACACCAAAATTATTGTTTAAGGGATCTGGAGATAT:687
SAR0445_ AAATTAATGATGATGATAATAACATCAAACAATTAAAAAATCGATTCAATATTAAGTCTAATAAAAATCCTAAGTTATTGTTCAAAGGAGCAGGTAATAT:698

SAR0438_ AAAAGGAAGTTCAGTTGGATACAAAAAAATAGAATATAAATTTTCAAAAGTTAAAGATCAAGAGACAACATTAAGAGATTATTTAAATTTTGGGCCGTCT:768
SAB0389_ AAAAGGAAGTTCAGTTGGATACAAAAAAATAGAATATAAATTTTCAAAAGTTAAAGATCAAGAGACAACATTAAGAGATTATTTGAATTTTGGACCGTCT:768
SAU0397_ AAAAGGAAGTTCAGTTGGATACAAAAAAATAGAATATAAATTTTCAAAAGTTAAAGATCAAGAGACAACATTAAGAGATTATTTAAATTTTGGGCCGTCT:780
SAA0419_ AAAAGGAAGCTCAGTAGGATATAAAAAAATAGAATATAAATTTTCAAAAGATAAAGGTCAAGAGACAACATTAAGAGATTATTTGAATTTTGGACCGTCT:792
SAC0486_ AAAAGGAAGCTCAGTAGGATATAAAAAAATAGAATATAAATTTTCAAAAGATAAAGGTCAAGAGACAACATTAAGAGATTATTTGAATTTTGGACCGTCT:792
SAO0405_ AAAAGGAAGCTCAGTAGGATATAAAAAAATAGAATATAAATTTTCAAAAGATAAAGGTCAAGAGACAACATTAAGAGATTATTTGAATTTTGGACCGTCT:792
SAM0397_ AAAAGGAAGTTCAATTGGATATAAAAATATAGAATTTAATTTTTCAAAAGTAAAAGACGAAGAAACAGCTGTTAGAGATTTTGTGAATTTTGGACCATCT:768
SAB0390p AAAAGGAAGTTCAATTGGATACAAAAATATAGAATTTAATTTTTCAAAAGTAAAAGACGAAGAAACAGCTGTTAGAGATTTTGTGAATTTTGGACCGTCT:767
SAR0440p AAAAGGAAGTTCAGTTGGTTATAAAAATATAGAATATAATTTTTCAAAAGTAAAAGACCAAGAAACAGCTGTAAGAGATTTTGTGAATTTTGGACCATCT:779
SAU0402_ TAAAGGTAGCTCAGTTGGATATAAACAGATAGAATACACATTTTCTAAGGAGAAAGATGATGAGACTTTTATGAGTGATTTTTTGAACTTCGGTCCATCA:780
SAM0399_ TAAAGGTAGCTCAGTTGGATATAAGCAGATAGAGTACATGTTTTCTAAGGAGAAAGAGGATGAGACTTTTATGAGTGATTTTTTGAACTTCGGACCATCA:780
SAB0396p TAAAGGTAGCTCAGTTGGATATAAACAGATAGAATACACGTTTTCTAAGGAGAAAGAGGATGAGACTTTTATGAGTGATTTTCTAAATTTCGGACCAACT:791
SAU0396_ GAAAGGCAGTTCTGTAGGTTATAGAAAGTTAGAAATTGACTTTTCAAAACGTGAAAACAGCAAATTATCAGTCATTGAATTTTTAAGTTATAAACCAGCG:765
SAA0410_ GAAAGGCAGTTCTGTAGGTTATAGAAAGTTAGAAATTGACTTTTCAAAACGTGAAAACAGCAAATTATCAGTCATTGAATTTTTAAGTTATAAACCAGCG:765
SAR0439_ GAAAGGCAGTTCCGTAGGTTATAGAAAGTTAGAAATTGACTTTTCAAAACGTGAAAACAGCAAATTATCAGTCATTGAATTTTTAAGTTATAAACCAGCG:765
SAU0403_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGAAAAAAGCGATTTGTCAGTAATAGATTCTTTAAATTTCCAGCCGGCG:777
SAR0443_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGAAAAAAGCGATTTGTCAGTAATAGATTCTTTGAATTTCCAGCCGGCG:777
SAA0417_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGGAAAAAGCGATTTGTCAGTAATAGATTCTTTGAATTTCCAGCCGGCG:789
SAC0484_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGGAAAAAGCGATTTGTCAGTAATAGATTCTTTGAATTTCCAGCCGGCG:789
SAO0402_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGGAAAAAGCGATTTGTCAGTAATAGATTCTTTGAATTTCCAGCCGGCG:765
SAM0401_ GAAAGGAAGTTCTGTGGGTTATAAAAAGTTGGAAATTGACTTTTCAAAAGGTGAAAAAAGCGATTTGTCAGTAATAGATTCATTAAATTTCCAGCCGGCG:789
SAU0405_ GAAAGGAAGTTCCGTTGGAGATAGGAAGTTAGAAATTGATTTTTCGAAACGTGAAAATAGCCATTTATCAGTAATAGATTCTTTGGATTACCAGCCAGCG:789
SAA0413_ GAAAGGAAGTTCCGTTGGAGATAGGAAGTTAGAAATTGATTTTTCGAAACGTGAAAATAGCCATTTATCAGTAATAGATTCTTTGGATTACCAGCCAGCG:777
SAU0400_ AAAAGGCAGTTCCGTTGGATATAAAAAGTTAGAAATAGACTTTTCAAAAGAAGAAAATAGCGAATTATCAATAGTCGATTCATTAAATTTTCAACCTGCC:765
SAA0411_ AAAAGGCAGTTCCGTTGGATATAAAAAGTTAGAAATAGACTTTTCAAAAGAAGAAAATAGCGAATTATCAGTAGTCGATTCATTAAATTTTCAGCCTGCC:777
SAR0442_ AAAAGGAAGTTCTGTTGGATATAAAAGGTTAGAAATAGACTTTTCAAAAGAAGA...TAGGGATATTTCAGTCATTGATTATTTAAGTTATAAGCCAGCG:762
SAB0393_ AAAAGGTAGTTCTGTTGGATATAAAAGGTTAGAAATAGACTTTTCAAAAGAAGA...TAGGGATATTTCAGTCATTGATTATTTAAGTTATAAGCCAGCG:762
SAM0398_ AAAAGGTAGTTCTGTTGGATATAAAAGGTTAGAAATAGATTTTTCAAAAGAAGA...TAGGGATATTTCAGTCATTGATTATTTAAGTTATAAGCCAGCG:762
SAA0414_ AAAAGGTAGTTCTGTTGGATATAAAAGGTTAGAAATAGATTTTTCAAAAGAAGG...TAGGGATATTTCAGTCATTGATTATTTAAGTTATAAGCCAGCG:762
SAC0481_ AAAAGGTAGTTCTGTTGGATATAAAAGGTTAGAAATAGATTTTTCAAAAGAAGG...TAGGGATATTTCAGTCATTGATTATTTAAGTTATAAGCCAGCG:762
SAU0398_ AAAAGGTTCATCAATCGGACATAAGGACATTGAGTTTACATTCGTGGAGAATCAAGAAGAGAATATATTTTTTACTGATAGTTTGGAGTTTACCTCAAGT:774
SAB0392_ AAAAGGTTCATCAATCGGACATAAGGACATTGAGTTTACCTTCGTTGAGAATCAAGAAGAGAATGTATTTTTTACTGATAGTTTGGAGTTTACCCCAAGT:774
SAU0399p GAAAGGGTCTTCAGTTGGATATAAGGAAATTGAATTTATATTTATAGAAAATAAAAAAGAAAATATATATTTTTCAGATGGATTAAACTTAATTCCAAGT:773
SAU0404_ AAAAGGTTCATCAGTCGGATATAAAAATATTGAATTTACCTTTGTTGAAAATAAGGAAGAAAATATTTACTTCACAGATAGTGTCTACTTTAATCCAAGC:771
SAR0444_ AAAAGGCTCATCAGTTGGATATAAAAATATTGAATTTACCTTTGTTGAAAATAAGGGAGAAAATATTTACTTCACAGATAGTGTCTACTTTAATCCAAGC:774
SAO0404_ AAAAGGTTCATCAGTCGGATATAAAAATATTGAATTTACCTTTATTGAAAACAAGGAAGAAAATATTTACTTCACAGATAGTATCTACTTTAATCCAAGC:774
SAC0485_ AAAAGGTTCATCAGTCGGATATAAAAATATTGAATTTACCTTTATTGAAAACAAGGAAGAAAATATTTACTTCACAGATAGTATCTACTTTAATCCAAGC:774
SAA0418_ AAAAGGTTCATCAGTCGGATATAAAAATATTGAATTTACCTTTATTGAAAACAAGGAAGAAAATATTTACTTCACAGATAGTATCTACTTTAATCCAAGC:774
SAA0416_ AAAAGGCTCATCAGTTGGATATAAAAATATTGAATTTACCTTTGTTGAAAATAAGGAAGAAAATATTTACTTCACAGATAGTATTAATTTCAACCCAAGT:765
SAC0483_ AAAAGGCTCATCAGTTGGATATAAAAATATTGAATTTACCTTTGTTGAAAATAAGGAAGAAAATATTTACTTCACAGATAGTATTAATTTCAACCCAAGT:765
SAB0395_ AAAAGATTCATCAGTCGGATATAAAAATATTGAATTTACCTTTATTGAAAACAAGGAAGAAAATATTTACTTCACAGATAGTATCTACTTTAATCCAAGC:765
SAM0400_ AAAAGGTTCATCAGTCGGATATAAAAATATTGAATTTACCTTTGTTGAAAACAAGGAAGAAAATATTTACTTCACAGATAGTGTCTACTTTAATCCAAGC:786
SAA0415_ AAAAAATTCCTCAGTTGGTCAAAACGATATTGAATTTACTTTTGTTGAAAGAAAAGGTGAGAATATTTATTTTAACGATAGTGTTGAATTCATACCAAGT:786
SAC0482_ AAAAAATTCCTCAGTTGGTCAAAACGATATTGAATTTACTTTTGTTGAAAGAAAAGGTGAGAATATTTATTTTAACGATAGTGTTGAATTCATACCAAGT:786
SAB0394_ AAAAGATTCCTCAGTTGGTCAAAACGATATTGAATTTACTTTTGTTGAAAGAAAAGGTGAGAATATTTATTTTAACGATAGTGTTGAATTCATACCAAGT:786
SAU0401_ AAAGGGGTCTTCTGTAGGATATAAGGAAATAGAAATCATATTTAGTAGAAGTAAAGAAGAA.GCATTTATTATGTTGACAGCGTTGAGTTCGTTCCAAGT:773
SAA0412p AAAGGGGTCTTCTGTAGGATATAAGGAAATAGAAATCATATTTAGTAGAAGTAAAGAAGAAAGCATTTATTATGTTGACAGCGTTGAGTTCGTTCCAAGT:787
SAR0445_ AAAAGGGTCTTCTGTTGGATATAAGGAGATACAGATAATTTTCAATAGGAACAAAGAAGAAAGTGTTTCTTGTATTGATAGTATAGAGTTTAAACCGAGT:798
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SAR0438_ GATGAAGATA..GCTAA..........:783
SAB0389_ GATGAAGATA..GCTAA..........:783
SAU0397_ GATGAAGATA..GCTAA..........:795
SAA0419_ GAAGGTGAGAATGTTGAGTAG......:813
SAC0486_ GAAGGTGAGAATGTTGAGTAG......:813
SAO0405_ GAAGGTGAGAATGTTGAGTAG......:813
SAM0397_ GATGGAGTTA..GCTAA..........:783
SAB0390p GATGAAAATA..GCTAA..........:782
SAR0440p GATGGAGG.A..GCTAAAGTTTATTAG:803
SAU0402_ CACAGT..AAATAG.............:792
SAM0399_ CATAGT..AATTAG.............:792
SAB0396p AAAGGTGGAAATAATGACTAA......:812
SAU0396_ AAAAAA..TAG................:774
SAA0410_ AAAAAA..TAG................:774
SAR0439_ AAAAAA..TAG................:774
SAU0403_ AAGGTGGATGAAGATGATGAATGA...:801
SAR0443_ AAGGTGAATGAAGATGATGAATGA...:801
SAA0417_ AAGGTAGATGAAGATGATGAATGA...:813
SAC0484_ AAGGTAGATGAAGATGATGAATGA...:813
SAO0402_ AAGGTAGATGAAGATGATGAATGA...:789
SAM0401_ AAGGTGGATGAAGATGAAAGATAA...:813
SAU0405_ AAGGTGGATGAAGATGAAAGATAA...:813
SAA0413_ AAAACTAATAAAGATGATGAATAA...:801
SAU0400_ AAAAA...TAAAGATGATGAATGA...:786
SAA0411_ AAAAAAAATAAAGATGATGAATGA...:801
SAR0442_ AAAAAA..TAG................:771
SAB0393_ AAAAAA..TAG................:771
SAM0398_ AAAAAA..TAG................:771
SAA0414_ AAAAAA..TAG................:771
SAC0481_ AAAAAA..TAG................:771
SAU0398_ GAGAACTATTAG...............:786
SAB0392_ GAGGACTATTAA...............:786
SAU0399p GACTAA.....................:779
SAU0404_ GAGGATAAATAA...............:783
SAR0444_ GAGGATAAATATAATTACTAA......:795
SAO0404_ GAGGATAAATAA...............:786
SAC0485_ GAGGATAAATAA...............:786
SAA0418_ GAGGATAAATAA...............:786
SAA0416_ GAGGATAAATAA...............:777
SAC0483_ GAGGATAAATAA...............:777
SAB0395_ GTGGATAAATAA...............:777
SAM0400_ GAGGATAAATAA...............:798
SAA0415_ AAGTAA.....................:792
SAC0482_ AAGTAA.....................:792
SAB0394_ AAGTAA.....................:792
SAU0401_ .AACAAAATGA................:783
SAA0412p .AACAAAATAA................:797
SAR0445_ GAAGGAGACTATAATGAGTAA......:819
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SAR0438 MGNIKSFALYISILLLIVVVAGCGKS....DKTKE......DSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTLLTSFSKSNKPDE: 90
SAB0389 MGYIKRIGLYISIFILIVMVAGCGKD....NEIKE......YSKETQIKNSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTLLTSFSKSNKPGV: 90
SAU0397 MGYLKKLALFISVIILGIFIIGCDSSSDTAEKAKE......DSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTLLTSFSKSNKPGE: 94
SAO0405 MEYIKKIALYMSVLLLIIFIGGCGNMKD..EQKKEEQTNKTDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTILTGFSKSNKPGV: 98
SAC0486 MEYIKKIALYMSVLLLIIFIGGCGNMKD..EQKKEEQTNKTDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTILTGFSKSNKPGV: 98
SAA0419 MEYIKKIALYMSVLLLIIFIGGCGNMKD..EQKKEEQTNKTDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTILTGFSKSNKPGV: 98
SAM0397 MGYLKGFALYISILILIVFIAGCGKS....DKTKE......DSKEAQIKKSFEKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTLLTSFAKSNKPGE: 90
SAU0402 MGYLKRLVLYIVIMVMSVFIIGCDKSSDTAENPKE......GSKEAQIKKSFSKTLDMYPIKNLENLYDKEGYRDGEFKKGDKGTWTISTDFAKSNKQGE: 94
SAM0399 MEYLKRLALFISVIILTIFIMGCDSQSDTAENPKE......GSKEAQIKKSFSKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWTISTDFAKSNKPGE: 94
SAU0396 MRYLKRLSWYISILILIVVIAGCGKGNET..........KEGSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDSEFKKSDKGTWTIYTDFAKSNKPGE: 90
SAA0410 MGYLKRFALYISVMILIFAIAGCGKGNET..........KEDSKEEQIKKSFAITLDMYPIKNLEDLYDKEGYRDSEFKKGDKGMWTIYTDFAKSNKPGE: 90
SAR0439 MGYLKRFALYISVMILMFAIAGCGKGNET..........KEGSKETQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFEKGDKGMWTIYTDFAKSNKPGE: 90
SAM0398 MGYLKRIGMCISLLIVIIFVTSCGGGNKI..........TGDSKETQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKPGE: 90
SAR0442 MGYLKRIGMCISLLIVIIFVTSCGGGNKI..........TGDSKETQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFEKGDKGMWTIYTDFAKSNKSDE: 90
SAA0414 MKSIKRIGLCISLLILSIFVTSCDGDNKI..........TGDSKETQIKKSFSKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKGNKSDE: 90
SAB0393 MNNFRQCALCIGTSVLILLVSGCSGVFDT..........PEDSKETQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKDDKGMWTIYTDFAKSNKSDE: 90
SAC0481 MGYLKRFALYISVMILIFAIAGCGKGNET..........KEDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKGNKSDE: 90
SAU0403 MGYFKRVVLYIIVMVVSVFIIGCNKSSDTSEKP......KEDSKETQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKQGG: 94
SAR0443 MRYLNRVVLYIIVMVLSVFIIGCDKSSDTSEKP......KEDSKEAQIKKSFEKTLDMYPIKNLEDLYDKEGSRDGEFKKGDKGMWTIYTDFAKSNKQGG: 94
SAO0402 MGYLKRFALYISVMILIFAIAGCGKGNET..........KEDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKQGG: 90
SAA0417 MGYIKRMALYMSVFLLIIFIVGCRNMKDEQKKEEQ..TNKTDSKEEQIKKSFEKTLDMYPIKNLEELYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKQGG: 98
SAC0484 MGYIKRMALYMSVFLLIIFIVGCRNMKDEQKKEEQ..TNKTDSKEEQIKKSFEKTLDMYPIKNLEELYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKQGG: 98
SAM0401 MEYIKKIALYMSVLLLIIFIGGCGNMKDEQKKEEQ..TNKTDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKSNKADE: 98
SAU0405 MEYIKKIALYMSVLLLIIFIGGCGNMKEEQKKEAN..TNKTDSKEEKIKKSFAKTLDMYPIKNLEELYDKEGYRDGEFEKGDKGMWTIYTDFAKSNKPGE: 98
SAA0413 MGYLKRLVLYIVIMVMSVFIIGCDKSSDTAEKS......KEDSKETQIKKSFAKTLDMYSIKNLEELYDKEGYRDGEFEKGDKGMWTIYTDFAKSNKPGE: 94
SAU0400 MRDSKRVVLYISIMVLSIFIIGCG....KGNEI......KEDAKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGMWTIYTDFAKSNRPGV: 90
SAA0411 MRYLKKLAWFISVIILGIFIIGCDSSSDTGEKA......KEDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDSEFKKGDKGMWMIYTDFAKSNKPGV: 94
SAU0398 MGYSKRFALYISVMILIFAIAGCGK....SDETKE......GSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWVISSVMVKQPKGEI: 90
SAB0392 MGYLKKVGMCISLLIVIIFVTSCGG....GNKITG......DSKETQIKKSFAKTLDMYPIKNLDDLYDKEGYRDGEFKKGDKGTWGISSAMVKQPKGKI: 90
SAA0415 MEYLKRLALLISVIILTIFIMGCDSQSDTAENPKE......GSKEAQIKKSFSKTLDMYPIKNLEDFYGKEGYRDGEFKKDDKGTWLIRSEIVKQPKGKV: 94
SAC0482 MEYLKRLALLISVIILTIFIMGCDSQSDTAENPKE......GSKEAQIKKSFSKTLDMYPIKNLEDFYDKEGYRDGEFKKDDKGTWLIRSEIVKQPKGKV: 94
SAB0394 MRYLKRVVLYRIVMVLSVFIIGCDKSSDTSEKPKE......DSKEAQIKKSFAKTLDMYPIENLEDFYDKEGYRDGEFKKDDKGTWLIRSEIVKQPKGKV: 94
SAO0404 MKSIKRIGLCISLLILIIFVTSCD....GDNKIIG......DSKEEQIKKSFAKTLDIYPIKNLEDLYDKEGYRDGEFKKDDKGTWLIRSEMKIQLKGEN: 90
SAA0418 MKSIKRIGLCISLLILIIFVTSCD....GDNKIIG......DSKEEQIKKSFAKTLDIYPIKNLEDLYDKEGYRDGEFKKDDKGTWLIRSEMKIQLKGEN: 90
SAC0485 MKSIKRIGLCISLLILIIFVTSCD....GDNKIIG......DSKEEQIKKSFAKTLDIYPIKNLEDLYDKEGYRDGEFKKDDKGTWLIRSEMKIQLKGEN: 90
SAU0404 MKSIKRIGLCISLLILIIFATSC.....GSNKITG......DSKEEQIKKSFAKSLDKYPTENLEEFYDKEGYRDGEFEKDDKGTWLIRSEMKIQLKGEN: 89
SAR0444 MKSIKRIGLCISLLILIIFVTSCD....GDNKITG......DSKEEQIKKSFAKTLEMYPIKNLEDLYDKEGYRDGEFKKGDKGTWVIRSEMKIQLKGEN: 90
SAA0416 MKCFQK..LYIFILILIVLMAGCE.....SNKITG......DSKETQIKKSFAKTLDVYPTKNLEDFYDKEGYRDGEFKKGDKGKWVIRSEMTTELKNEN: 87
SAC0483 MKCFQK..LYIFILILIVLMAGCE.....SNKITG......DSKETQIKKSFAKTLDVYPTKNLEDFYDKEGYRDGEFKKGDKGKWVIRSEMTTELKNEN: 87
SAB0395 MKCFQK..LYIFILILIVLMAGCE.....SNKITG......DSKETQIKKSFAKTLDVYPTKNLEDFYDREGYRDGEFKKGDKGKWVIRSEITTELKNEN: 87
SAM0400 MGYFKRVLLYIIVMVLSVFIIGCDKSSDTSEKSKG......DSKEAQIKKSFAKTLDMYPTENLEDFYDKEGYRDGKFKKGDKGTWVIRSEMTTELKNEN: 94
SAU0401 MGYSKRFALYISILILIVMVAGCG....KSDETKE......DSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFKKGDKGTWVLYSAIVSQPKGES: 90
SAR0445 MEYIKKIALYMSVLLLIIFIGGCGNM..KDEQKKEEQTNKTDSKEEQIKKSFAKTLDMYPIKNLEDLYDKEGYRDGEFEKGDKGMWVLYSSIVSEFKGES: 98

SAR0438 IDDEGMVLYLNRNTKKATGYYFVNKIYDDIS..KNQNEKKYRVELKNNKIVLLDNVEDEKLKQKIENFKFFSQYADFKDLKNYQDGSITTNENIPSYEAE:188
SAB0389 IDDEGMVLYLNRNTKKATGYYFVNKIYDDIS..KNQNEKKYRVELKNNKIVLLDNVEDEKLKQKIENFKFFSQYADFKDLKNYQDGSITTNENVPSYEAE:188
SAU0397 IDDEGMVLYLNRNTKKATGYYFVNKIYDDIS..KNQNEKKYRVELKNNKIILLDNVEDEKLKQKIENFKFFSQYADFKDLKNYQDGSITTNENVPRYEAE:192
SAO0405 LDDEGMVLYLNRNTKKATGYYFVNKVYDDIS..KNHNEKKYRVELKNNKIVLLDNVEDKKLKQKIENFKFFSQYADFKDLKNYQDGNITTNENVPSYEAQ:196
SAC0486 LDDEGMVLYLNRNTKKATGYYFVNKVYDDIS..KNHNEKKYRVELKNNKIVLLDNVEDKKLKQKIENFKFFSQYADFKDLKNYQDGNITTNENVPSYEAQ:196
SAA0419 LDDEGMVLYLNRNAKKATGYYFVNKVYDDIS..KNHNEKKYRVELKNNKIVLLDNVEDKKLKQKIENFKFFSQYADFKDLKNYQDGNITTNENVPSYEAQ:196
SAM0397 IDDEGMVLFLNRNIKKATGYYYTSKVHDEFN..EKEHQKKYHVELKNNKIVLLDNVEDSKLKNKIENFKFFSQYADFRDFKNYKNGNISSADNVPSFDAE:188
SAU0402 MNSEGMVLHFNRNTRTATGYYTVRTTYDEVD..KLAREKKYRVEFKNNKIVLLDKVEDENLKQKIENFKFFGQYADFKDLKNYKNGRISSNENVPYYEAE:192
SAM0399 MDSEGMVLHLNRNMRTATGHYTIRTTYDELG..KMTREKNYRVELKNNKIVVLDKVEDVNLKHKIENFKFFSQYADFKDLKNYKNGRISINENVPYYEAE:192
SAU0396 LDDEGMVLNLDRNTRTAKGHYFVTTFYRNG...KLPDEKNYKIEMKNNKIILLDEVKDDKLKQKIENFKFFGQYANLKELRKYNNGDVSINENVPSYDVE:187
SAA0410 LDDEGMVLNLDRNTRTAKGHYFVTTFYRNG...KLPDEKNYKIEMKNNKIILLDEVKDDKLKQKIENFKFFGQYANLKELRKYNNGDVSINENVPSYDVE:187
SAR0439 LDDEGMVLNLDRNTRTAKGHYFVTTFYRNG...KLPDEKNYKIEMKNNKIILLDEVKDDKLKQKIENFKFFGQYANLKELKKYNNGDVSINENVPSYDVE:187
SAM0398 LDDEGMVLNLDRNTRTAKGYYFVKKFYEKD...KLPDRKNYKVEMKNNKSILLDKVEDPNLKKRIENFKFFGQYANFKDLENYNNGDVSINWNVPSYDVE:187
SAR0442 LDDEGMVLNLDRNTRTAKGYYFVKKFYEKD...KFSDRKNYKVEMKNNKIILLDKVNDPNLKERIENFKFFGQYANFKDLENYNNGDVSINWNVPSYDVE:187
SAA0414 LDDEGMVLNLDRNTRTAKGYYFVKKFYEKD...KLPDRKNYKVEMKNNKIILLDKVEDPNLKKRIENFKFFGQYANFKDLENYNNGDVSINWNVPSYDVE:187
SAB0393 LDDEGMVLNLDRNTRTAKGYYFVKKFYEKD...KFSDRKNYKVEMKNNKIILLDKVNDPNLKERIENFKFFGQYANFKDLENYNNGDVSINWNVPSYDVE:187
SAC0481 LDDEGMVLNLDRNTRTAKGYYFVKKFYEKD...KLPDRKNYKVEMKNNKIILLDKVEDPNLKKRIENFKFFGQYANFKDLENYNNGDVSINWNVPSYDVE:187
SAU0403 LSNEGMVLYLDRNTRTAKGHYFVKTFYNKG...KFPDRKNYKVEMKNNKIILLDKVEDINLKKRIENFKFFGQYANLKELKNYSNGDVSINENVPSYDAK:191
SAR0443 LSNEGMVLYLDRNTRTAKGHYFVKTFYEKD...KFPDRKKYKVEMKNNKIILLDKVEDPKLKKRIENFKFFGQYANLKELKNYNNGDVSINENVPSYDAK:191
SAO0402 LSNEGMVLYLDRNTRTAKGHYFVKTFYNKG...KFPDRKNYKVEMKNNKIILLDKVEDTNLKKRIENFKFFGQYANLKELKNYNNGDVSINENVPSYDAK:187
SAA0417 LSNEGMVLYLDRNTRTAKGHYFVKTFYNKG...KFPDRKNYKVEMKNNKIILLDKVEDTNLKKRIENFKFFGQYANLKELKNYNNGDVSINENVPSYDAK:195
SAC0484 LSNEGMVLYLDRNTRTAKGHYFVKTFYNKG...KFPDRKNYKVEMKNNKIILLDKVEDTNLKKRIENFKFFGQYANLKELKNYNNGDVSINENVPSYDAK:195
SAM0401 LSNEGMVLYLDRNTRTAKGHYFVKTFYEKD...KFPDRKKYKVEMKNNKIILLDKVEDPKLKKRIENFKFFGQYANLKELKNYNNGDVSINENVPSYDAK:195
SAU0405 LSNEGMVLYLDRNTRTAKGYYFVRTFYRKD...KLPDRKNYKVEMKNNKIILLDKVEDPNLKKRIENFKFFGQYANLKELKNYSNGDVSINENVPSYDVK:195
SAA0413 LSNEGMVLYLDRNTRTAKGYYFVRTFYRKD...KLPDRKNYKVEMKNNKIILLDKVEDKKLKQKIENFKFFSQYANLKELKNYSNGDVSINENVPSYDVK:191
SAU0400 LDNEGMVLNLDRNTRTAKGYYFVDTIYDNH...ENSYSKNYRVEMKNNKIILLDKVEDQKLKERIENFKFFGQYADFKSLKSYNHGDVSINSNVPSYDAK:187
SAA0411 LDNEGMILNLDRNTRTAKGYYFVDTIYDNH...ENSYSKNYRVEMKNNKIILLDKVEDQKLKERIENFKFFGQYADFKSLKSYNNGDVSINSNVPSYDAK:191
SAU0398 MKSRGMYLFLNRNTRTAKGYFIVDETSNDTLKKTEDKEKRYPVKMVNNKIVPIDPINDKGVKKEIENFKFFSQYGDFKELKNYKNGEVSYNSEAPIYSAK:190
SAB0392 MRSRGMYLFLNRNTRTAKGYFIVDVTSNDTLKKTEDKEKRYPVKMVNNKIIPIGPINDEGIKKEIENFKFFSQYGDFKGLKNYQNGDYSYNSEAPTYSAK:190
SAA0415 MKTRGMQLYINRNTETAKGFFVLKEISENNNRVNKDKEEKYEVKMVGNKIIPTEQINDEKIKKEIENFKFFVQYGNFKNFEKYNNGEFSYNPEAPIYSAK:194
SAC0482 MKTRGMQLYINRNTETAKGFFVLKEISENNNRVNKDKEEKYEVKMVGNKIIPTEQINDEKIKKEIENFKFFVQYGNFKNFEKYNNGEFSYNPEAPIYSAK:194
SAB0394 MKTRGMQLYINRNTKTAKGFFVLKEISENNNRVNKDKEEKYEVKMVGNKIIPTEQINDEKIKKEIENFKFFVQYGNFKNFEKYNNGEFSYNPEAPIYSAK:194
SAO0404 LESRGAVLEINRNTRTAKGHYIVREVVEDSDGMTHNHTKRYPVKMENNKMIPLKPIDDEKVKKEIEEFNFFVQYGNFKELENYKEDEVSYNPEVPIYSAK:190
SAA0418 LESRGAVLEINRNTRTAKGHYIVREVVEDSDGMTHNHTKRYPVKMENNKMIPLKPIDDEKVKKEIEEFNFFVQYGNFKELENYKEDEVSYNPEVPIYSAK:190
SAC0485 LESRGAVLEINRNTRTAKGHYIVREVVEDSDGMTHNHTKRYPVKMENNKMIPLKPIDDEKVKKEIEEFNFFVQYGNFKELENYKEDEVSYNPEVPIYSAK:190
SAU0404 LESRGAVIEINRNTRTAKGNYIVREVVEDSDGMTHNHTKRYPVKMENNKMIPLKSIDDEKVKKEIEEFKFFVQYGNFKELENYKEDEVSYNPEVPIYSAQ:189
SAR0444 LESRGVVLEINRNTRTAKGNYIVREVVEDSDGMTHNHTKRYPVKMENNKIIPLKQIVDEKVKKEIEEFKFFVQYGNFKELENYKDGEVTYNPEAPIYSAQ:190
SAA0416 MVSKGMVIRLNRNSRTCTGEYFVRIVKEDSEGKVYSDERKYPVKMENNKIITLKPIDDEKVKKEIEEFKFFVQYGNFKELENYKDGEVTYNPEAPIYSAQ:187
SAC0483 MVSKGMVIRLNRNSRTCTGEYFVRIVKEDSEGKVYSDERKYPVKMENNKIITLKPIDDEKVKKEIEEFKFFVQYGNFKELENYKDGEVTYNPEAPIYSAQ:187
SAB0395 MVSKGMVIRLNRNSRTCTGEYFVRIVKEDSEGKVYSDERKYPVKMENNKIIPLKPIDDEKVKKEIEEFKFFVQYGNFKELENYKEDEVSYNPEVPIYSAK:187
SAM0400 MVSKGMVIRLNRNSRTCTGEYFVRIVKEDSEGKVYSDERKYPVKMENNKIIPLKPIDDEKVKKEIEEFKFFVQYGNFKELENYKDGEVTYNPEAPIYSAQ:194
SAU0401 LKSRGMILKLDRNKRTAKGSYIIRELKEDKNHDVQKNEKKYPVKLVNNRIVLVKDVKDKKLKNEIESFELFSQYGNFNHFDRNEITNISYNPNAPNYSAE:190
SAR0445 LKSRGMILKLDRNKRTAKGSYIIRELKEDKNHDVQKNEKKYPVKLVNNKIIPTEDVKNEDLKREIENFKLFSQYGEFKSLNTDRITNISYNPNAPNYSAE:198
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SAR0438 YKLNNSDENVKKLRDIYPITTKKAPILKLHIDGDIKGSSVGYKKIEYKFSKVKDQETTLRDYLN.FGPSDEDS...:260
SAB0389 YKLNNSDTNVKKLRDIYPITTKKAAILKLHIDGDIKGSSVGYKKIEYKFSKVKDQETTLRDYLN.FGPSDEDS...:260
SAU0397 YKLNNSDTNVKKLRDIYPITTKKAPILKLHIDGDIKGSSVGYKKIEYKFSKVKDQETTLRDYLN.FGPSDEDS...:264
SAO0405 YKMNNSDKNVKKLREIYPITTNNSPNLKLYIDGDIKGSSVGYKKIEYKFSKDKGQETTLRDYLN.FGPSEGENVE.:270
SAC0486 YKMNNSDKNVKKLREIYPITTNNSPNLKLYIDGDIKGSSVGYKKIEYKFSKDKGQETTLRDYLN.FGPSEGENVE.:270
SAA0419 YKMNNSDKNVKKLREIYPITTNNSPNLKLYIDGDIKGSSVGYKKIEYKFSKDKGQETTLRDYLN.FGPSEGENVE.:270
SAM0397 YQISNTDKNVKKLREVYPITTKKSPVLKLHIDGDIKGSSIGYKNIEFNFSKVKDEETAVRDFVN.FGPSDGVS...:260
SAU0402 YKRNNSDGNVKKLREKYPITTKQSPILKLHIDGDIKGSSVGYKQIEYTFSKEKDDETFMSDFLN.FGPSHSK....:263
SAM0399 YKRNNSDGNVKKLREKYPITTKQSPILKLHIDGDIKGSSVGYKQIEYMFSKEKEDETFMSDFLN.FGPSHSN....:263
SAU0396 YKMSNKDEIVKELRSRYNISTEKSPILKMHIDGDLKGSSVGYRKLEIDFSKRENSKLSVIEFLS.YKPAKK.....:257
SAA0410 YKMSNKDEIVKELRSRYNISTEKSPILKMHIDGDLKGSSVGYRKLEIDFSKRENSKLSVIEFLS.YKPAKK.....:257
SAR0439 FKMSNKDENVKQLRSRYNISTEKSPILKMHIDGDLKGSSVGYRKLEIDFSKRENSKLSVIEFLS.YKPAKK.....:257
SAM0398 YKMSNKDENVKQLRSRYNIPTDKAPMLKMHIDGDLKGSSVGYKRLEIDFSK.EDRDISVIDYLS.YKPAKK.....:256
SAR0442 YKMSNKDENVKQLRSRYNIPTDKAPMLKMHIDGDLKGSSVGYKRLEIDFSK.EDRDISVIDYLS.YKPAKK.....:256
SAA0414 YKMSNKDENVKQLRSRYNIPTEKAPMLKMHIDGDLKGSSVGYKRLEIDFSK.EGRDISVIDYLS.YKPAKK.....:256
SAB0393 YKMSNKDENVKQLRSRYNIPTDKAPMLKMHIDGDLKGSSVGYKRLEIDFSK.EDRDISVIDYLS.YKPAKK.....:256
SAC0481 YKMSNKDENVKQLRSRYNIPTDKAPMLKMHIDGDLKGSSVGYKRLEIDFSK.EGRDISVIDYLS.YKPAKK.....:256
SAU0403 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGDLKGSSVGYKKLEIDFSKGEKSDLSVIDSLN.FQPAKVDEDDE:266
SAR0443 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGNLKGSSVGYKKLEIDFSKGEKSDLSVIDSLN.FQPAKVNEDDE:266
SAO0402 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGNLKGSSVGYKKLEIDFSKGGKSDLSVIDSLN.FQPAKVDEDDE:262
SAA0417 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGNLKGSSVGYKKLEIDFSKGGKSDLSVIDSLN.FQPAKVDEDDE:270
SAC0484 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGNLKGSSVGYKKLEIDFSKGGKSDLSVIDSLN.FQPAKVDEDDE:270
SAM0401 FKMSNKDENVKQLRSRYNIPTDKAPVLKMHIDGNLKGSSVGYKKLEIDFSKGEKSDLSVIDSLN.FQPAKVDEDER:270
SAU0405 YKMSNKDENVKQLRSRYNIPTDKSPVLKMHIDGNLKGSSVGDRKLEIDFSKRENSHLSVIDSLD.YQPAKVDEDER:270
SAA0413 YKMSNKDENVKQLRSRYNIPTDKSPVLKMHIDGNLKGSSVGDRKLEIDFSKRENSHLSVIDSLD.YQPAKTNKDDE:266
SAU0400 FKMSNKDENVKQLRSRYNIPTDKAPILKMHIDGDLKGSSVGYKKLEIDFSKEENSELSIVDSLN.FQPAK.NKDDE:261
SAA0411 FKMSNKDENVKQLRSRYNIPTEKAPILKMHIDGDLKGSSVGYKKLEIDFSKEENSELSVVDSLN.FQPAKKNKDDE:266
SAU0398 YQLKNNDYNVKQLRKRYDISTEKAPKLLLKGTGDLKGSSIGHKDIEFTFVENQEENIFFTDSLE.FTSSENY....:261
SAB0392 FQLSNDDYNVKQLRKMYDIQTKKAPKLLLKCTGDLKGSSIGHKDIEFTFVENQEENVFFTDSLE.FTPSEDY....:261
SAA0415 YQLHNDDYNVRQLRKRYDISTKETPKLLLKGGGDLKNSSVGQNDIEFTFVERKGENIYFNDSVE.FIPSK......:263
SAC0482 YQLHNDDYNVRQLRKRYDISTKETPKLLLKGGGDLKNSSVGQNDIEFTFVERKGENIYFNDSVE.FIPSK......:263
SAB0394 YQLHNDDYNVRQLRKRYEISTKEAPKLLLKGGGDLKDSSVGQNDIEFTFVERKGENIYFNDSVE.FIPSK......:263
SAO0404 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFIENKEENIYFTDSIY.FNPSEDK....:261
SAA0418 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFIENKEENIYFTDSIY.FNPSEDK....:261
SAC0485 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFIENKEENIYFTDSIY.FNPSEDK....:261
SAU0404 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFVENKEENIYFTDSVY.FNPSEDK....:260
SAR0444 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFVENKGENIYFTDSVY.FNPSEDKYNY.:264
SAA0416 YQLKNSDYNVEQLRKRYNITTKKAPKLLLKGSGNLKGSSVGYKNIEFTFVENKEENIYFTDSIN.FNPSEDK....:258
SAC0483 YQLKNSDYNVEQLRKRYNITTKKAPKLLLKGSGNLKGSSVGYKNIEFTFVENKEENIYFTDSIN.FNPSEDK....:258
SAB0395 YQLKNSDYNVEQLRKRYNIPTKKAPKLLLKGSGNLKDSSVGYKNIEFTFIENKEENIYFTDSIY.FNPSVDK....:258
SAM0400 YQLKNSDYNVEQLRKRYNIPTQKAPKLLLKGSGNLKGSSVGYKNIEFTFVENKEENIYFTDSVY.FNPSEDK....:265
SAU0401 YKMKKNDRNIQQLKKRFNLKTSKTPKLLFKGSGDIKGSSVGYKEIEIIFSRSKEEAFIMLTALSSFQVTK......:260
SAR0445 YKINDDDNNIKQLKNRFNIKSNKNPKLLFKGAGNIKGSSVGYKEIQIIFNRNKEESVSCIDSIE.FKPSEGDYNE.:272


