CLUSTAL 2.1 multiple sequence alignment

VPCI 470/P/14
VPCI_672/P/12
VPCI 673/P/12
VPCI_676/P/12
VPCI 107/P/14
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VPCI_105/P/14
VPCI 106/P/14
VPCI _717/P/14
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VPCI 1130/P/13
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VPCI_470/P/14
VPCI 672/P/12
VPCI_673/P/12
VPCI 676/P/12
VPCI_107/P/14
VPCI 711/P/12
VPCI_709/P/12
VPCI 671/P/12
VPCI_677/P/12
6684
VPCI_692/P/12
VPCI 105/P/14
VPCI_106/P/14
VPCI 717/P/14
VPCI_683/P/12
VPCI 1130/P/13

TTGATATTTTGCATACACACTGATTTGGATTTTTAAACTAACCCAACGTTAAGTTCAACT
——————————————————————————————— TTTAAACTAACCCAACGTTAAGTTCAACT
————————————————————————————————————— CTAACCCAACGTTAAGTTCAACT
—————————————————————————————————————— TAACCCAACGTTAAGTTCAACT
————————————————————————————————————— CTAACCCAACGTTAAGTTCAACT
————————————————————————————————————— CTAACCCAACGTTAAGTTCAACT
————————————————————————————————————— CTAACCCAACGTTAAGTTCAACT
—————————————————————————————————— AAACTAACCCAACGTTAAGTTCAACT
——————————————————————————————— TTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
TTGATATTTTGCATACACACTGATTTGGATTTTAAAACTAACCCAACGTTAAGTTCAACT
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AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGCTATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC

AAAACAAAAACATAAAACTTTCAACAACGGATCTCTTGGTTCTCGC-ATCGATGAAGAAC
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GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGAATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
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VPCI 712/P/12
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VPCI 708/P/12
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VPCI_470/P/14
VPCI 672/P/12
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VPCI 711/P/12
VPCI_709/P/12
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6684
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VPCI 683/P/12
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VPCI 670/P/12
VPCI_708/P/12
VPCI 669/P/12
VPCI _712/P/12

VPCI 470/P/14
VPCI_672/P/12
VPCI 673/P/12
VPCI_676/P/12
VPCI 107/P/14
VPCI _711/P/12
VPCI 709/P/12
VPCI_671/P/12
VPCI 677/P/12
6684

VPCI 692/P/12
VPCI_105/P/14
VPCI 106/P/14

GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
GCAGCGAAATGCGATACGTAGTATGACTTGCAGACGTGAATCATCGAATCTTTGAACGCA
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CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGCCGTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA
CATTGCGCCTTGGGGTATTCCCCAAGGCATGCCTGTTTGAGC-GTGATGTCTTCTCACCA

hhkhkhkhkhkhkhkhkhkhhkhhkhkrhhkhhhkhhkhkhhkrhkhkrhkhkhkhhkrkhkhhkkhdx *rxkkhkrhhkrkhkkhkkhkhxhkxk

ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACGAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTACATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTTT
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGC——-
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTT-
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGC——-
ATCTTCGCGGTGGCGTTGCATTCACAAAATTACAGCTTGCACGAAAAAAATCTACGCTT-

KAKXKAKRAAKAAAAAKAXK KAAXAKAAhAKx KAAXAAAARA XA AR A AR A AR I A A AR A AR AR A X kK

TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 320
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 314
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 313
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 315
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 314
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 314
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 317
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 320
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
TTTTTTCGTTTTGTTGTCGCCCTCAAATCAGGTAGGACTACCCGCTGAACTTAA 352
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
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VPCI 717/P/14 TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
VPCI 683/P/12 TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
VPCT 1130/P/13 TTTTTTCGTTTTGTTGTCGCC-TCAAATCAGGTAGGACTACCCGCTGAACTTAA 351
VPCI_670/P/12 e
VPCI_708/P/12 oo oo
VPCI_669/P/12 oo m oo
VPCI_712/P/12 oo oo



