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(25) AACCACTTGAATAAGTTCTCAGTATCTATGAATGGTAAGCATATTGGAGCACCTGCTACACTGTTTCCGGAAC
(25) AACCACTTGAATAAGTTCTCAGTATCTATGAATGGTAAGCATATTGGAGCACCTGCTACACTGTTTCCGGAAC
(25) AACCACTCGAATAAGTTCTCAGTATCTATGAATGGTAAGCATATTGGAGCAGCTGCTACACTGTTTCCAGAAC
(25) AACCACTCCAATAAGTTCTCAGTATCTATGAACAGTAAGAATATTGGAGCACCTGCTACACTGTTTCCGGAAC
(25) AACCACTCCAATAAGTTCTCAGTATCTATGAACAGTAAGAATATTGGAGCACCTGCTACACTGTTTCCGGAAC
(25) AACCACTCCAATAAGTTCTCAGTATCTATGAACAGTAAGAATATTGGAGCACCTGCTACACTGTTTCCGGAAC
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(431) YHEEEDEWRALADGATDYLDRLENRERERTGLDTLKVGYNAVH
(781) FDIEFDKSMBRIQELEDELMEILMTYRKQFKCSNEQYKDSGKE
(933) FDSDYDQALADIRENEQSLLEYLEKQRNRIGCRTEVYWGEGRN
(930) FDSDYDQALADIRENEQSLLEYLDKQRSRLGCKSVYWGEGRN
(887) ADEEYDCACKTMEEFESSLKKHLKEQRKLLGDASENYVTVGKD
(807) CDPQYDAACIAIEE IESSLQKYLKEQRKLLSDSSVKYVDVGKD
(714) LELFESQFEAAIDSDEPNYQNQDYTDENAETLT ILEELEIERA
(806) LPELNHKFEERMQNEFPCGQVSDYNANGANDLAALMBVEIGKA
(845) LGELNHHFEEAIDDDFPRYQDHSVKBDDANTLAMLVBL LVGKA
(562) LDELVHQFEEDIHNDFEQYQDHDIKDGDATTLANLVEHEVGKA
(562) LDELVHQFEEDIR IDFEQYQDHDIKDNDAT I LANSVELFVGKA
(562) LDESVHQFEEAIR IDFEQYQDHDIKDHDATTLANLVEHEVGKA
(959) LDE V QFEE I DF QDHDIKD A LA LVE FVGKA
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(612) LDVWWEEFTANSESMQITGQYLHKEPDLERLLGRIKSSVRSSASY
(746) LDIVEGFIQNCGEGSVTIEHLRKVPDLERLLGRVKSTVGLSSAV
(707) LDVVEGFIQNCGLGPTTLGYLQKIPDLERLLGOVRSTVGLSSLL
(463) LDVVEGFIQHCGVGS I TLYYLRKIPDLERLLGRIRSTVGLTSAV
(463) LDIVEGFIQHCGVGS I TLEHLRKIPDLERLLGRIRSTVGLTSAV
(463) LDIVEGFIQHCGYGSVTLEHLRKIPDLERLLGRIRSTVGLTSAV
(463) LDIVEGFIQHCGVGEVTLEHLRKIPDLERLLGRYRSTVGLTSAV
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