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S1 Alignment. Codon alignment of all B19V VP1 coding sequences

>ParvovirusB19|NC_000883_2/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATGAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAT
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTGACT
TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAGATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGGAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCGGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCTATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCTACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ357065_1_cds_ABC87248_1_3/1-2346_lcl|DQ357065.1_cds_ABC87248.1_3/1-2346_g
ene=VP1_protein=VP1_protein_id=ABC87248.1_location=2015..4360_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTAGCAAATGGTGGGAAAGTGATGATAAGTTTGCTAAAGACGTGTACCAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAACATTTCT
TTACATAATCCCCTAGAAAACCCATCTTCTTTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTGTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCCACTGCACCGGTCGCCTATTATCACGGAAGTTGGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAAAACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCATCACTGGTGCA
GGAGGGGGCGGCAGTAATTCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCTAACTCTGTAACT
TGTACATTTTCCAGACAATTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGTCACAATGCCAGTGGAAAAGAGGCTAAGGTTTGCACCATTAGCCCCATAATGGGATACTCAACA
CCATGGAGATACTTGGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACAGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGTGTACAAGTTACTGACAGCTCTACTGGGCGCTTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGCCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTATCAGTAGGAGATGTAAACACACAAGGAATTACTGGAGACAGTAAAAAATTAGCT
AGTGAAGAATCAGCATTTTATGTTCTGGAGCACAGTTCTTTTCAACTTTTAGGGACAGGAGGTTCAGCTAGT
ATGTCTTATAAGTTTCCTGCAGTACCCCCAGAAAATTTAGAAGGCTGTAGCCAACACTTTTATGAAATGTAC
AATCCCTTATACGGGTCCCGTTTAGGAGTTCCTGACACATTGGGAGGTGACCCAAAATTTAGGTCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCACGGCCACTAGTAAACTCAGTTTCAACAAACGAA
GGAGATAGTTCTAATACAGGGGCTGGAAAAGCCCTAACGGGGCTTAGAAAAGGTACCAGTCAAAACACCAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATCTCTCATGGTCAAACCACTTATGGTAACGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAACTAAAACAGTTACAGGGTTTAAACATGCACACTTATTTCCCCAATAAAGGT
ACCCAGCAATATACAGATCAAATTGAGCGCCCACTAATGGTAGGTTCTGTGTGGAATAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAACTTAGATGACAGTTTTAAAACTCAGTTTGCAGCTTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGGGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACAATGACAATTAAA
TTGGGGCCCCGCAAAGCCACTGGACGGTGGAACCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGGACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ357064_1_cds_ABC87243_1_3/1-2346_lcl|DQ357064.1_cds_ABC87243.1_3/1-2346_g
ene=VP1_protein=VP1_protein_id=ABC87243.1_location=2049..4394_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTAGCAAATGGTGGGAAAGTGATGATAAGTTTGCTAAAGCTGTGTATCAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAACATTTCT
TTACATAATCCCCTAGAAAACCCATCTTCTTTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTTTTAAAAAATATAAAAAATGAGACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCTATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCATCACTGGTGCA
GGAGGGGGCGGCAGTAATTCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCTAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCTAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACA
CCATGGAGATACTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AAATATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACAGGGCGCTTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGCCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTATCAGTAGGAGATGTAAACACACAAGGAATTTCTGGAGACAGTAAAAAATTAGCT
AGTGAAGAATCAGCATTTTATGTTCTGGAGCACAGTTCTTTTCAGCTTTTAGGGACAGGAGGTTCAGCAAGT
ATGTCTTATAAGTTTCCTGCAGTACCCCCAGAAAATTTAGAAGGCTGTAGCCAACACTTTTATGAAATGTAC
AATCCCTTATATGGATCTTGTTTAGGGGTCCCTCACACATTAGGAGGTGACCCAAAATTTAGGTCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCATGGCCACTAGTAAACTCAGTTTCAACAAACGAA
GGAGATAGTTCTAATACAGGGGCTGGAAAAGCCCTAACGGGGCTTAGAAAAGGTACCAGTCAAAACACCAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATCTCTCATGGTCAAACCACTTATGGTAACGCTGAAGATAAAGAGTATCACCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAACTAAAACAGTTACAGGGTTTAAACATGCACACTTATTTCCCCAATAAAGGT
ACCCAGCAATATACAGATCAAATTGAGCGCCCACTAATGGTAGGTTCTGTGTGGAATAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAACTTAGATGACAGTTTTAAAACTCAGTTTGCAGCTTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGGGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTAGGACAGTAACAATGACATTTAAA
TTGGGGCCCCGCAAAGCCACTGGACGGTGGAACCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGGACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY647977_1_cds_AAT67240_1_2/1-2346_lcl|AY647977.1_cds_AAT67240.1_2/1-2346_g
ene=VP1_protein=VP1_protein_id=AAT67240.1_location=2302..4647_gbkey=CDS/1-2346



ATGAGTAATGCCACTGACAAATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAACCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCTTAT
ACTCACTGGACAGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAAAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAATGAAGGGGCTACATTCACTGCTAATTCTGTAACA
TGCACATTTTCTAGACAGTTTTTAATTCCATATGATCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCGAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTGAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTGACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCT
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAGGGAGTTTTAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTTTTGGAACACAGCTCCTTTGAACTTTTAGGTACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCAGCCGTGCCCCCAGAAAACTTAGAGGGCTGCAGTCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTGCCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTCATGCCTGGGCCACTGATTAACTCAGTGTCTACCAAAGAA
GGAGACACCTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTAAGTACTGGCACCAGTCAAAGCACCAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTAACAGGAATA
AATGCCATTTCACAKGRMMAAMCMMYTWRKRRAWRTGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAGCAGTTACAAGGGCTAAACATGCACACATACTTTCCCAATAAAGGT
ACCCAACAATACACAGATCAAATTGAAAGACCTCTAATGGTAGGCTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGCTATGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCTTAGGC
GGGTGGGGATTGCATCAACCTCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCTATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTCCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTAGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCCGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|DQ234778_2_cds_ABB36730_2_3/1-2346_lcl|DQ234778.2_cds_ABB36730.2_3/1-2346_p
rotein=VP1_protein_id=ABB36730.2_location=2268..4613_gbkey=CDS/1-2346
ATGAGTAAGACCACTGACAGATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCGTTATTTGACTTAGTTGCTCGCATTAAAAGTAACCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGCCAATGAGTTCCAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCTTAT
ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGCACATTCTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTGTTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTGAATTTGTTTTTTTCACCACTAGAGTTTGAGCACTTAATTGAG
AATTCTGGCAGTATAGCTCCAGATGCTTTAACTGTGACTATTTCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTGACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCT
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAGTTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTATTGGAACACAGCTCCTTTGAACTTTTAGGTACAGGTGGCTCTGCTACA



ATGTCCTATAAATTTCCAGCCGTGCCCCCAGAAAACTTAGAGGGCTGCAGTCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTGCCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATCAACTCAGTGTCTACCAAAGAA
GGAGACACCTCTAGTACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTAACAGGAATA
AATGCCATTTCACATGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAGCAGTTACAAGGGCTAAACATGCACACATACTTTCCCAATAAAGGT
ACCCAACAATACACAGATCAAATTGAAAGACCTCTAATGGTAGGCTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGCTATGGAGTAAAATTCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCTTAGGC
GGGTGGGGATTGCATCAACCTCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTCCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGTCCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|AY083234_1_cds_AAL91013_1_3/1-2346_lcl|AY083234.1_cds_AAL91013.1_3/1-2346_p
rotein=VP1_protein_id=AAL91013.1_location=2331..4676_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAGATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTCACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAATGAAGACTTACACAAGCCTGGGCAA
GTTAGCATGCAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCTTAT
ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGCACATTCTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTGAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTAACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCTATTTGGGTGTACTTTCCT
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAGTTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTTTTGGAACACAGCTCCTTTCAACTTTTAGGTACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCAGCCGTGCCCCCAGAAAACTTAGAGGGCTGCAGTCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCTCGTTTAGGAGTGCCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTGATTAACTCAGTGTCTACCAAAGAA
GGAGACACCTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTAACAGGAATA
AATGCCATCTCACATGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAGCAGTTACAAGGGCTAAACATGCACACATACTTTCCTAATAAAGGT
ACCCAACAATACACAGATCAAATTGAAAGACCTTTAATGGTGGGCTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGTTATGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCGTTAGGC
GGGTGGGGATTGCACCAACCACCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTCCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|AY582124_2_cds_AAS83527_2_3/1-2346_lcl|AY582124.2_cds_AAS83527.2_3/1-2346_p
rotein=VP1_protein_id=AAS83527.2_location=2269..4614_gbkey=CDS/1-2346
ATGAGTAAGACCACTGACAGATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC



TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCTTAT
ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCATACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGCACATTCTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTGAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTGACTATTTCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTGACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCT
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAGGAATCAGCTTTTTATGTTTTAGAACACAGCTCCTTTGAACTTTTAGGTACAGGTGGCTCTGCTACA
ATGTCCTATAAGTTTCCAGCCGTGCCCCCAGAAAACTTAGAGGGCTGCAGTCAACATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTGCCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTGATTAACTCAGTGTCTACCAAAGAA
GGAGACACCTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTAACAGGAATA
AATGCCATTTCACATGGACAAACCACTTATGGAAACGCTGAAGACAAAGAATATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAGCAGTTGCAAGGGCTAAACATGCACACATACTTTCCCAATAAAGGT
ACCCAACAATACACAGATCAAATTGAAAGACCTCTAATGGTAGGCTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCGTTAGGC
GGGTGGGGATTGCATCAACCTCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTCCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|DQ234779_2_cds_ABB36731_2_3/1-2346_lcl|DQ234779.2_cds_ABB36731.2_3/1-2346_p
rotein=VP1_protein_id=ABB36731.2_location=2270..4615_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAGATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCTTAT
ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGCACATTCTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTGAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTGACTATTTCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTACAAGTGACTGACAGCACCACAGGACGTTTGTGCATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCT
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAGTTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTGTTGGAACACAGCTCCTTTGAACTTTTAGGTACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCCGCCGTGCCCCCAGAAAACTTAGAGGGCTGCAGTCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTGCCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTGATTAACTCAGTGTCTACCAAAGAA



GGAGACACCTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCTTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTAACAGGAATA
AATGCCATTTCACATGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTACCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAGCAACTTAAGCAGTTACAAGGGCTAAACATGCACACATATTTTCCCAATAAAGGT
ACCCAACAATACACAGATCAAATTGAAAGACCTCTAATGGTAGGCTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGCTATGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCTTAGGC
GGGTGGGGATTGCATCAACCTCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTCCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|AJ249437_1_cds_CAC80620_1_3/1-2346_lcl|AJ249437.1_cds_CAC80620.1_3/1-2346_g
ene=VP1_db_xref=GOA:Q912B8,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q912B8_protein=VP1_protein_protein_id=CAC80620.1_location=2
336..4681_gbkey=CDS/1-2346
ATGAGTAAAACCACTAACAAATGGTGGGAAAGCAGTGACAAATTTGCCCAGGACGTGTATAAGCAGTTTGTG
CAATTTTATGAAAAAGCTACTGGAACAGACTTAGAGCTTATTCAAATTTTAAAAGACCATTACAACATTTCT
TTAGATAATCCTTTAGAAAACCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTAGTGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACACATTGGACGGTAGCAGATGAAGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACG
TGTACATTCTCTAGGCAATTTTTAATTCCATATGATCCAGAGCATCATTATAAAGTGTTCTCTCCAGCAGCT
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAATTTGTTTTTCTCACCATTAGAGTTTCAGCACTTAATTGAA
AATTATGGTAGTATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTAAAAGATGTCACAGAC
AAAACAGGAGGAGGTGTGCAAGTTACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGATCATGAGTAT
AAATACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTGCCCATTTGGGTTTACTTTCCC
CCCCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTGGGTACAGGGGGATCTGCCACT
ATGTCCTACAAATTTCCAGCTGTGCCCCCAGAAAACCTAGAAGGCTGCAGCCAACATTTTTATGAAATGTAC
AACCCTTTGTACGGTTCTCGTTTAGGGGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTGACA
CACGAAGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATAAATTCAGTGTCTACCAAAGAA
GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGCCAAAACACCAGA
ATTTCCCTACGCCCCGGGCCAGTATCTCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACTTATGGAAATGCTGAGGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTTCCAAATGAAAAAGAACAGCTTAAGCAGTTACAAGGTCTTAACATGCACACATACTTCCCTAATAAAGGA
ACCCAACAATACACAGACCAAATTGAACGCCCTCTTATGGTGGGCTCTGTTTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGACAGTTTTAAAACTCAATTTGCAGCCCTAGGC
GGGTGGGGTTTGCATCAACCACCCCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACCATGACCTTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAATCCCCAGCCTGGCGTTTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|FJ265736_1_cds_ACI96280_1_3/1-2346_lcl|FJ265736.1_cds_ACI96280.1_3/1-2346_g
ene=VP1_protein=minor_capsid_protein_protein_id=ACI96280.1_location=2263..4608_g
bkey=CDS/1-2346
ATGAGTAAAACCACTGACAAATGGTGGGAAAGTAGTGACAAATTTGCCCAGGACGTGTATAAGCAGTTTGTA
CAATTTTATGAAAAAGCTACTGGAACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTACAACATTTCT
TTAGACAATCCTTTAGAAAACCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC



TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATTCCTTATCACCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACTCATTGGACGGTAGCAGATGAGGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAATGAAGGGGCTACATTCACTGCTAATTCTGTAACA
TGCACATTCTCTAGGCAATTTTTAATTCCATATGATCCAGAGCATCATTATAAAGTGTTCTCCCCAGCAGCT
AGTAGCTGCCACAATGCTAGCGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTCTCACCATTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGCATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGGGGAGGTGTGCAAGTTACTGACAGCACAACAGGACGTTTGTGTATGTTAGTGGATCATGAGTAT
AAGTACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCCCAATATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTAGGTACAGGGGGATCAGCCACA
ATGTCCTACAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAAGGTTGCAGCCAACATTTTTATGAAATGTAC
AACCCCCTGTACGGTTCCCGATTAGGGGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATAAATTCAGTATCTACCAAAGAA
GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTACGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACCTATGGAAATGCTGAGGACAAAGAATATCAGCAAGGGGTAGGAAGA
TTTCCAAACGAAAAAGAACAGCTTAAGCAGTTACAGGGTCTTAACATGCACACATACTTTCCTAATAAAGGA
ACCCAACAATACACAGACCAAATTGAACGCCCCCTTATGGTAGGCTCTGTTTGGAACAGAAGAGCACTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCCTAGGA
GGTTGGGGTTTGCATCAACCACCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACTATGACATTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAATCCCCAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY582125_2_cds_AAS83528_2_3/1-2346_lcl|AY582125.2_cds_AAS83528.2_3/1-2346_p
rotein=VP1_protein_id=AAS83528.2_location=2269..4614_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAAATGGTGGGAAAGTAGTGACAAATTTGCCCAGGACGTGTATAAGCAGTTTGTA
CAATTTTATGAAAAAGCTACTGGAACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTACAACATTTCT
TTAGACAATCCTTTAGAAAATCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACTCATTGGACGGTAGCAGATGAAGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTCACTGCTAATTCTGTAACA
TGTACATTCTCTAGGCAATTTTTAATTCCATATGATCCAGAGCATCATTATAAAGTGTTCTCTCCAGCAGCT
AGTAGCTGCCACAATGCTAGTGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCTACC
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTCTCACCATTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGCATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTTACTGACAGCACCACAGGACGTTTATGTATGTTAGTGGATCATGAGTAT
AAGTACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCCCAATATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTAGGTACAGGGGGATCTGCCACA
ATGTCCTACAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAAGGCTGCAGCCAACATTTTTATGAAATGTAC
AACCCCCTGTACGGTTCCCGATTAGGGGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCACGCAATTCAGCCACAAAACTTCATGCCTGGGCCACTAATAAATTCAGTATCTACCAAAGAA



GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTACGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACCTATGGAAATGCTGAGGACAAAGAATATCAGCAAGGGGTAGGAAGA
TTTCCAAACGAAAAAGAACAGCTTAAGCAGTTACAGGGTCTCAACATGCACACATACTTCCCTAACAAAGGA
ACCCAACAATACACAGACCAAATTGAACGTCCCCTTATGGTGGGCTCTGTTTGGAACAGAAGAGCACTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCCTAGGA
GGTTGGGGTTTGCATCAACCACCCCCTCAAATATTTTTAAAAATACTACCCCAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACTATGACATTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAACCCCCAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ234775_2_cds_ABB36727_2_3/1-2346_lcl|DQ234775.2_cds_ABB36727.2_3/1-2346_p
rotein=VP1_protein_id=ABB36727.2_location=2269..4614_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAAATGGTGGGAAAGTAGTGACAAATTTGCCCAGGACGTGTATAAGCAGTTTGTA
CAATTTTATGAAAAAGCTACTGGAACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTACAACATTTCT
TTAGACAATCCTTTAGAAAACCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACTCATTGGACGGTAGCAGATGAAGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTCACTGCTAATTCTGTAACA
TGTACATTCTCTAGGCAATTTTTAATTCCATATGATCCAGAGCATCATTATAAAGTGTTCTCCCCAGCAGCT
AGTAGCTGCCACAATGCTAGTGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCTACC
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTCTCACCATTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGCATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTTACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGATCATGAGTAT
AAGTACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCCCAATATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTAGGTACAGGGGGATCTGCCACA
ATGTCCTACAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAAGGCTGCAGCCAACATTTTTATGAAATGTAC
AACCCCCTATACGGTTCCCGATTAGGGGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATAAATTCAGTATCTACCAAAGAA
GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTACGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACCTATGGAAATGCTGAGGACAAAGAATATCAGCAAGGGGTAGGAAGA
TTTCCAAACGAAAAAGAACAGCTTAAGCAGTTACAGGGTCTCAACATGCACACATACTTCCCTAATAAAGGA
ACCCAACAATACACAGACCAAATTGAACGTCCACTTATGGTGGGCTCTGTTTGGAACAGAAGAGCACTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCCTAGGA
GGTTGGGGTTTGCATCAACCACCCCCTCAAATATTTTTAAAAATACTACCCCAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACTATGACATTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAACCCCCAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ234769_2_cds_ABB36717_2_3/1-2346_lcl|DQ234769.2_cds_ABB36717.2_3/1-2346_p
rotein=VP1_protein_id=ABB36717.2_location=2269..4614_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAAATGGTGGGAAAGTAGTGACAAATTTGCCCAAGACGTGTATAAGCAGTTTGTA
CAATTTTATGAAAAAGCTACTGGAACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTACAACATTTCT
TTAGACAATCCTTTAGAAAACCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT



GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACTCATTGGACGGTAGCAGATGAAGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCTCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGTGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGTACTTTCTCTAGGCAATTTTTAATTCCATATGATCCAGAACATCATTATAAAGTGTTCTCTCCAGCAGCT
AGTAGCTGCCACAATGCTAGTGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCAACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTCTCACCATTAGAGTTTCAGCATTTAATTGAA
AATTATGGCAGCATAGCTCCAGATGCTTTAACAGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTTACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGATCATGAGTAT
AAGTACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTTCCAATTTGGGTGTACTTTCCC
CCCCAATATGCCTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTAGGTACAGGGGGATCTGCCACA
ATGTCATACAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGCAGCCAACATTTTTATGAAATGTAC
AACCCCCTGTACGGTTCCCGATTAGGAGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATAAATTCAGTATCTACCAAAGAA
GGAGACAGTTCTAATACAGGTGCTGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTGCGCCCAGGGCCAGTCTCCCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACCTATGGAAATGCTGAGGACAAAGAATATCAGCAAGGGGTAGGAAGA
TTTCCAAACGAAAAAGAACAGCTTAAGCAGTTACAAGGTCTCAACATGCACACATACTTCCCTAATAAAGGA
ACCCAGCAATACACAGACCAAATTGAACGCCCCCTTATGGTGGGCTCTGTTTGGAACAGAAGAGCACTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCCTAGGA
GGTTGGGGTTTGCATCAACCCCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACTATGACATTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAACCCCCAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ234771_2_cds_ABB36721_2_3/1-2346_lcl|DQ234771.2_cds_ABB36721.2_3/1-2346_p
rotein=VP1_protein_id=ABB36721.2_location=2269..4614_gbkey=CDS/1-2346
ATGAGTAAAACCACTGACAAATGGTGGGAAAGTAGTGACAAATTTGCCCAGGACGTGTATAAGCAGTTTGTA
CAATTTTATGAAAAAGCTACTGGAACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTACAACATTTCT
TTAGACAATCCTTTAGAAAACCCCTCTTCTTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCTTAT
ACTCATTGGACGGTAGCAGATGAAGAATTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGTAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGTACCTTCTCTAGGCAATTTTTAATTCCATATGATCCAGAACATCATTATAAAGTGTTCTCTCCAGCAGCT
AGTAGCTGCCACAATGCTAGTGGAAAAGAGGCAAAAGTGTGCACTATTAGTCCCATTATGGGGTACTCAACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTCTCACCATTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGCATAGCTCCAGATGCTTTAACAGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTTACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGATCATGAGTAT
AAGTACCCATATGTGCTAGGTCAGGGACAAGACACACTAGCTCCAGAACTCCCAATTTGGGTGTACTTTCCC
CCCCAATATGCCTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTAGCT
AGTGAAGAATCAGCTTTTTATGTGTTAGAGCACAGTTCATTTGAACTTTTAGGTACAGGGGGATCTGCCACA
ATGTCCTACAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGCAGCCAACATTTTTATGAAATGTAC
AACCCCCTGTACGGTTCCCGATTAGGAGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATAAATTCAGTATCTACCAAAGAA
GGAGACAGTTCTAATACAGGTGCTGGAAAAGCCCTGACGGGGCTTAGTACTGGCACTAGTCAAAACACCAGA
ATTTCCCTACGCCCAGGGCCAGTCTCCCAGCCATACCATCACTGGGACACTGATAAATATGTTACAGGAATA
AATGCCATTTCACATGGACAAACCACCTATGGAAATGCTGAGGACAAAGAATATCAGCAAGGGGTAGGAAGA



TTTCCAAACGAAAAAGAACAGCTTAAGCAGTTACAAGGTCTCAACATGCACACATACTTCCCTAATAAAGGA
ACCCAGCAATACACAGACCAAATTGAACGCCCCCTTATGGTGGGCTCTGTTTGGAACAGAAGAGCACTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCCTAGGA
GGTTGGGGTTTGCATCAACCCCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCAATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCTGTGGGAATAATGACAGTTACTATGACATTTAAA
TTGGGACCTCGAAAGGCTACTGGAAGGTGGAACCCCCAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ408305_1_cds_ABD64554_1_2/1-2346_lcl|DQ408305.1_cds_ABD64554.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABD64554.1_location=2295..46
40_gbkey=CDS/1-2346
ATGAGTAAGACTACTGACAAATGGTGGGAAAGTAATGACAAATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAACTTACTGGTACAGATTTAGAGCTTATTCAAATTTTAAAAAATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCCTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTTTTATCTAGTGAAGACTTACACAAGTCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCCTAT
ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTGATTCTGTAACA
TGTACATTTTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTGTTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCGAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTGACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTACAAGTAACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGTTGGGTCAGGGACAAGACACATTAGCCCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCTCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCTGCCTTTTATGTGTTGGAACATAGTTCATTTGAACTTTTAGGAACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGTAGCCAGCATTTTTATGAAATGTAC
AATCCCCTGTATGGCTCCCGTTTAGGAGTACCTGACACATTAGGAGGGGACCCCAAATTTAGATCACTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAATTAACTCAGTATCTACCAAAGAA
GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGTCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATTTCTCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTGACAGGAATA
AATGCCATTTCACATGGGCAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAACAGTTACAAGGGCTAAACATGCACACATACTTTCCTAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGGCCTCTTATGGTGGGTTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAACTATGGAGTAAGATCCCTAACTTAGATGATAGTTTTAAAACTCAGTTTGCAGCCTTAGGC
GGGTGGGGATTACATCAACCGCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGG
ATTAAATCCATGGGAATTACTACTTTAGTTCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCTACAGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGCGTGCACCCACTGTAA
>lcl|DQ408304_1_cds_ABD64551_1_2/1-2346_lcl|DQ408304.1_cds_ABD64551.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABD64551.1_location=2295..46
40_gbkey=CDS/1-2346
ATGAGTAAGACCACTGACAAATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAACAATTTGTA
CAATTTTATGAAAAACTTACTGGTACAGATTTAGAGCTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGCAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTGACAGTAGTACAGAACCTAGAGCAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCGTAT



ACTCACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGTACATTTTCTAGGCAATTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGTTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGTACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTGACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTGACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCCCAGTATGCTTACTTAACAGTAGGTGAGGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTGTTGGAACACAGTTCATTTGAACTTTTAGGGACAGGTGGTTCTGCTACA
ATGTCCTATAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGCAGCCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCACTAATTAACTCAGTGTCTACCAAAGAA
GGAGACAACTCTAATACAGGTGCTGGAAAAGCCCTTACGGGTCTTAGTACTGGCACTAGTCAAAACACTAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCATTGGGACACTGATAAGTATGTAACAGGAATA
AATGCCATTTCACATGGGCAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGTAGG
TTTCCAAATGAAAAAGAACAACTTAAGCAATTACAAGGGCTAAACATGCACACATACTTTCCTAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGGCCTCTTATGGTAGGCTCTGTGTGGAACCGAAGAGCTCTTCAT
TATGAAAGTCAGCTATGGAGTAAGATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCTTAGGC
GGGTGGGGATTGCATCAACCGCCCCCTCAAATATTTTTAAAAATACTGCCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|DQ408303_1_cds_ABD64548_1_2/1-2346_lcl|DQ408303.1_cds_ABD64548.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABD64548.1_location=2295..46
40_gbkey=CDS/1-2346
ATGAGTAAGACCACTGACAAATGGTGGGAAAGTAATGACACATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAACTTACTGGTACAGATTTAGAACTCATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCCTCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAT
TCTCCAGACCTATATAGTCATCATTTTCAGAGCCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCTCCGCAAAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCCTAT
ACTCACTGGACAGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCCACAAAAAGCATGTGGAGTGAAGGGGCTACATTCACTGCTAATTCTGTAACA
TGTACATTTTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGTTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGCACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCCTTAACTGTGACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTGCAAGTGACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTTGGTCAGGGACAAGACACATTAGCCCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCCCAGTATGCTTACTTAACAGTAGGTGAGGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCTTTTTATGTGTTGGAGCACAGTTCATTTGAACTTTTAGGAACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGCAGCCAGCATTTTTATGAAATGTAC
AACCCCCTGTATGGTTCCCGTTTAGGAGTACCTGACACATTAGGAGGGGACCCTAAATTTAGATCACTAACA
CACGAGGACCACGCAATTCAGCCACAAAACTTTATGCCTGGGCCATTAATCAACTCAGTGTCTACAAAAGAA
GGAGACAACTCTAATACAGGTGCTGGAAAAGCCCTTACGGGTCTTAGTACTGGCACTAGTCAAAACACTAGA
ATTTCCCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCATTGGGACACTGATAAGTATGTAACAGGAATA
AATGCCATTTCACATGGGCAAACCAGTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG



TTTCCAAATGAAAAAGAACAACTTAAGCAGTTACAAGGGCTAAACATGCACACATACTTTCCTAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGGCCTCTTATGGTAGGCTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTATGGAGTAAGATCCCTAACTTAGATGATAGTTTTAAAACTCAATTTGCAGCCTTAGGC
GGGTGGGGATTGCATCAACCGCCCCCTCAAATATTTTTAAAAATACTGCCGCAAAGTGGGCCCATTGGAGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCCACTGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|DQ408302_1_cds_ABD64545_1_2/1-2346_lcl|DQ408302.1_cds_ABD64545.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABD64545.1_location=2295..46
40_gbkey=CDS/1-2346
ATGAGTAAGACTACTGACAAATGGTGGGAAAGTAATGACAAATTTGCCCAGGACGTGTATAAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGTACAGATTTAGAACTTATTCAAATTTTAAAAGATCATTATAACATTTCT
TTAGATAATCCTTTAGAGAACCCATCTTCCTTATTTGACTTAGTTGCTCGCATTAAAAGTAATCTTAAAAAC
TCTCCAGACCTATATAGTCATCATTTTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTGACAGTAGTACAGAACCTAGAGGAGAAAATGCAGTTTTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGTTACAAGCTGGGCCTCCGCAGAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAACCCCTAT
ACTTACTGGACGGTAGCAGACGAAGAGTTGTTAAAAAATATAAAAAATGAAACAGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTACCGGAAGTG
CCCGCGTACAACGCCTCAGAAAAATACCCCAGCATGACTTCAGTTAACTCTGCAGAAGCCAGCACTGGTGCA
GGCGGGGGAGGGAGCAACCCTACAAAAAGCATGTGGAGTGAAGGGGCTACATTTACTGCTAATTCTGTAACA
TGTACATTTTCTAGGCAGTTTTTAATTCCATATGACCCAGAGCATCATTATAAAGTATTTTCTCCAGCAGCC
AGTAGCTGCCACAATGCTAGTGGGAAAGAGGCAAAAGTGTGTACTATTAGTCCTATTATGGGATACTCTACT
CCGTGGAGATACTTAGATTTTAATGCTTTAAACTTGTTTTTTTCACCACTAGAGTTTCAGCACTTAATTGAG
AATTATGGCAGTATAGCTCCAGATGCTTTAACTGTAACTATTTCAGAAATTGCTGTAAAAGATGTTACAGAC
AAAACAGGAGGAGGTGTACAAGTAACTGACAGCACCACAGGACGTTTGTGTATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGCTGGGTCAGGGACAAGACACATTAGCTCCAGAACTGCCCATTTGGGTGTACTTTCCC
CCTCAGTATGCTTACTTAACAGTAGGTGAAGTAAACACACAAGGAATTTCAGGAGACAGCAAAAAATTGGCT
AGTGAAGAATCAGCCTTCTATGTGTTGGAACATAGTTCATTTGAACTTTTAGGTACAGGTGGCTCTGCTACA
ATGTCCTATAAATTTCCAGCAGTGCCCCCAGAAAACTTAGAGGGCTGTAGCCAGCATTTTTATGAAATGTAC
AATCCCCTGTATGGCTCCCGTTTAGGAGTACCTGACACATTAGGAGGGGACCCCAAATTTAGATCACTAACA
CACGAGGACCACGCAATTCAGCCACAGAACTTTATGCCTGGCCCACTAATTAACTCAGTGTCTACCAAAGAA
GGAGACAATTCTAATACAGGTGCTGGAAAAGCCCTTACGGGTCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATTTCTCTGCGCCCAGGTCCAGTGTCTCAGCCATACCATCATTGGGACACTGATAAGTATGTGACAGGAATA
AATGCCATTTCACATGGGCAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGG
TTTCCAAATGAAAAAGAACAACTTAAACAGTTACAAGGGCTAAACATGCACACATACTTTCCTAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGGCCTCTTATGGTGGGTTCTGTGTGGAACAGAAGAGCTCTTCAC
TATGAAAGTCAACTATGGAGTAAGATCCCTAACTTAGATGATAGTTTTAAAACTCAGTTTGCAGCCTTAGGC
GGGTGGGGATTACATCAACCGCCCCCTCAAATATTTTTAAAAATACTACCGCAAAGTGGGCCCATTGGAGGA
ATTAAATCCATGGGAATTACTACTTTAGTTCAGTATGCTGTAGGAATTATGACAGTCACTATGACATTTAAA
TTGGGACCTCGAAAAGCTACAGGAAGGTGGAATCCTCAACCTGGAGTTTACCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGCGTGCACCCACTGTAA
>lcl|AY064476_1_cds_AAL55422_1_3/1-2346_lcl|AY064476.1_cds_AAL55422.1_3/1-2346_p
rotein=capsid_protein_VP1_protein_id=AAL55422.1_location=2243..4588_gbkey=CDS/1-
2346
ATGAGTAAAAAAAGTGACAAGTGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGAGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCTTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATTTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCGA
GTTAGCATACAACTACCCGGTACTAACTATATTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGATAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT



ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGCGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATCCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTATCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACCGTGGGAGATGTAAACACACAGGGAATTTCAGGGGACAGTAAAAAGCTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCTCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGATCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATTACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAACAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAGAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATACTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATCACTACCCTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAACCAACACCACAAACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY064475_1_cds_AAL55418_1_3/1-2346_lcl|AY064475.1_cds_AAL55418.1_3/1-2346_p
rotein=capsid_protein_VP1_protein_id=AAL55418.1_location=2243..4588_gbkey=CDS/1-
2346
ATGAGTAAAAAAAGTGACAAGTGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGAGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCTTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATTTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATATTGGCCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGCGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATCCCATATGAGCCAGAGCACCGTTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTATCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACCGCGGGAGATGTAAACACACAGGGAATTTCAGGGGACAGTAAAAAGCTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCTCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGATCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAGACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA



TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAACAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAGAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATACTGCCACAGAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATCACTACCCTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ333427_1_cds_ABC54825_1_2/1-2346_lcl|DQ333427.1_cds_ABC54825.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABC54825.1_location=2131..44
76_gbkey=CDS/1-2346
ATGAGTAAAGAAGCTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCTTTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCCCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTAATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGCGCA
GGAGGGGGCGGTAGTAACCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTCACTGCAAACTCTGTAACT
TGTACATTTTCCAGACAGTTCTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCCCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTGAAAGATGTTACAGAC
AAAACTGGAGGAGGGGTGCAAGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATTATGAGTAC
AAGTACCCATATGTATTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTAGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCT
AGTGAAGAATCAGCATTTTATGTCCTGGAACACAGTTCATTTCAACTTTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCAACAGTGCCCCCAGAAAACTTAGAGGGCTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGCTCCCGTTTAGGGGTACCTGACACACTAGGAGGGGACCCTAAATTTAGATCATTAACA
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTGGTAAACTCAGTGTCTACTAAAGAA
GGAGACAGTTCTAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATTTCCCTACGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCCATTTCACACGGGCAAACCACTTACGGAAATGCTGAAGACAAGGAGTATCAGCAAGGGGTGGGAAGA
TTTCCAAATGAAAAAGAGCAACTGAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCCAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACCGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATTCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCCGCCCTGGGC
GGGTGGGGTTTACATCAGCCACCTCCTCAAATATTCTTAAAAATACTGCCACAAAGTGGACCAATTGGGGGC
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|HQ340602_1_cds_ADQ57309_1_2/1-2346_lcl|HQ340602.1_cds_ADQ57309.1_2/1-2346_p
rotein=VP1/2_protein_id=ADQ57309.1_location=2009..4354_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATACAGTCATTATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAGAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA



GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATTCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGAAAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGCAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTGTTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGAGTGCAAGTTACTGACAGTACTACCGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCACAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCGATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAGACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACAGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACATGGATATGAAAAGCCT
GAAGAACTGTGGACAGCCAAAAGCCGTGTCCACCCATTGTAA
>lcl|AB550331_1_cds_BAI82366_1_3/1-2346_lcl|AB550331.1_cds_BAI82366.1_3/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=BAI82366.1_location=2615..4960_gbkey
=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
AAATTTTATGAACAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TTTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAGTGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AACTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTCACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAATTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTCGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCATTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGTAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGG



ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ333428_1_cds_ABC54828_1_2/1-2346_lcl|DQ333428.1_cds_ABC54828.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABC54828.1_location=2131..44
76_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTAACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
GGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGCAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGAGGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGTATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCTTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGAGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCTATGGGAATTACTACCTTAGTTCAATATGCAGTGGGGATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTATATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KF724386_1_cds_AII82172_1_2/1-2346_lcl|KF724386.1_cds_AII82172.1_2/1-2346_p
rotein=VP1_protein_id=AII82172.1_location=2337..4682_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGAATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTG



CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGCAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACTATCAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTAACATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGAGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCTTATAAGTTTCCACCAGTACCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATATAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCCGGCCCACTAGTAAACTCAGTGTCTACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCCGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGTAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|EF216869_1_cds_ABN45790_1_2/1-2346_lcl|EF216869.1_cds_ABN45790.1_2/1-2346_p
rotein=VP1_protein_protein_id=ABN45790.1_location=2244..4589_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGCAATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAATTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTCTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTCACAGAC
AAAACCGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGTATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGACCAGGGCCTGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGG
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATTCCTAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC



GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCACGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAAGCTACCGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACCGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|HQ340601_1_cds_ADQ57307_1_2/1-2346_lcl|HQ340601.1_cds_ADQ57307.1_2/1-2346_p
rotein=VP1/2_protein_id=ADQ57307.1_location=2009..4354_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGTAAATGGTGGGAAAGTAATGATAAATTTGCTAAGGATGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAACTTATACAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTGTTAGAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAATTCTGTAACC
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTACAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGACTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCACAGCCATACCACCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATATACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTTGGC
GGATGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCCCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY661665_1_cds_AAT84713_1_2/1-2346_lcl|AY661665.1_cds_AAT84713.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=AAT84713.1_location=544..288
9_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTAATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCTCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACACATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT



TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCTAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATCGCTGTTAAAGATGTCACAGAC
AAAACAGGAGGAGGAGTGCAGGTTACTGACAGCACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGACGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCCTTTTATGTTTTGGAGCACAGTTCATTTGAACTGCTAGGTACAGGGGGATCTGCTACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCTCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAGTACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGTCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAATATGTCACAGGAATA
AATGCTATTTCACACGGGCAAACCACATATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAGCTTAAACAGTTGCAAGGCCTAAACATTCACACATATTTTCCAAATAAAGGG
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCTAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACTTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACCGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY661664_1_cds_AAT84710_1_2/1-2346_lcl|AY661664.1_cds_AAT84710.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=AAT84710.1_location=544..288
9_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGACCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAACCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATCCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCGAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGCAGCTGCCATAATGCCAGTGGAAAAGAGGCAAAAGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGACGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCTCTATATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTGGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTTGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT



ATTAAATCCATGGGAATCACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ717293_1_cds_CAG30505_1_3/1-2346_lcl|AJ717293.1_cds_CAG30505.1_3/1-2346_g
ene=VP1_db_xref=GOA:Q6KBB5,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q6KBB5_protein=capsid_protein_VP1_protein_id=CAG30505.1_loc
ation=2385..4730_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
ACTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCTCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATCAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCATTAAACTTATTCTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAARGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAAGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCCCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGACCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTACCAACAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAGCTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCCCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTGACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ333426_1_cds_ABC54822_1_2/1-2346_lcl|DQ333426.1_cds_ABC54822.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABC54822.1_location=2291..46
36_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGTAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGATGTGTATAAGCAATTTATA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATACAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTA
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA



GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAATTCTGTAACC
TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTACAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGAAAAGAGGCAAAAGTTTGCACTATTAGTCCCATAATGGGCTACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGACGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTGAACACACAGGGCATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCGCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGTCCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCGGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY661663_1_cds_AAT84707_1_2/1-2346_lcl|AY661663.1_cds_AAT84707.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=AAT84707.1_location=544..288
9_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGACGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATCCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTGACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGCAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACG
CCATGGAGATACTTAGACTTTAATGCCTTAAACTTATTTTTTTCACCTTTAGAATTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCTTGCGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACGGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC



GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGGCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY044266_2_cds_AAK95571_2_2/1-2346_lcl|AY044266.2_cds_AAK95571.2_2/1-2346_g
ene=VP1_protein=minor_virus_capsid_protein_VP1_protein_id=AAK95571.2_location=24
16..4761_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGTAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGATGTGTATAAGCAATTTGTA
GAATTTTATAAAAAAGTTACTGGGACAGACTTAGAGCTTATACAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAACCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAATTCTGTAACC
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTACAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAGATTGCTGTTAAAGACGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACAGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCACAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY903437_2_cds_AAX83877_2_2/1-2346_lcl|AY903437.2_cds_AAX83877.2_2/1-2346_p
rotein=VP1_protein_id=AAX83877.2_location=2449..4794_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGTAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGATGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATACAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAACCCATAT
ACTTATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAATTCTGTAACC



TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTACAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAATTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGACGTTACAGAC
AAAACAGGAGGAGGGGTGCAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAACACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCACGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGTACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGA
ACCCAACAGTACACAGATCAGATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGTCCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA
TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTATATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCGAAAAGCCGTGTGCACCCATTGTAA
>lcl|KF724387_1_cds_AII82175_1_2/1-2346_lcl|KF724387.1_cds_AII82175.1_2/1-2346_p
rotein=VP1_protein_id=AII82175.1_location=2323..4668_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAGGATGTGTATAAGCAATTTGTA
GAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATACAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCCCTGTTTGACTTAGTTGCTCGTATTAAAAGTAATCTTAAAGAC
TCTCCAGACCTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATACAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCATACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAACTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCATACAACGCCTCAGAAAAGTACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCYAGCACTGGTGCA
GGAGGGGGAGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTACAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCATAATGCCAGTGGGAAAGAGGCAAAGGTTTGCACTATTAGTCCCATAATGGGCTACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAGTTTCAACATTTAATTGAA
AATTATGGAAGTATAGCCCCTGATGCTTTAACTGTTACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACAGGAGGAGGGGTACAGGTTACTGACAGTACTACAGGGCGTTTATGCATGTTAGTAGATCATGAGTAC
AAGTACCCATATGTGTTAGGTCAGGGACAGGATACCTTAGCCCCAGAACTGCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTATTTAACAGTGGGAGATGTAAACACACAGGGAATTTCAGGAGACAGTAAAAAACTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCATTTGAACTGTTAGGTACAGGTGGCTCTGCCACT
ATGTCCTATAAATTTCCACCAGTGCCGCCAGAAAACTTGGAGGGTTGTAGCCAGCACTTTTATGAAATGTAC
AACCCCCTGTATGGGTCCCGTTTAGGGGTACCTGACACACTAGGGGGGGACCCTAAATTTAGATCATTAACT
CACGAAGACCATGCAATTCAGCCACAAAACTTTATGCCTGGCCCACTAGTAAACTCAGTGTCCACTAAAGAG
GGAGACACTTCCAATACAGGCGCCGGAAAAGCCCTTACGGGGCTTAGTACTGGCACTAGTCAAAGCACCAGA
ATATCCCTGCGCCCAGGGCCAGTGTCTCAGCCATACCATCACTGGGACACTGATAAGTATGTCACAGGAATA
AATGCTATTTCACACGGACAAACCACTTATGGAAATGCTGAAGACAAAGAGTATCAGCAAGGGGTAGGAAGA
TTCCCAAATGAAAAAGAGCAACTTAAACAGTTACAAGGCCTAAACATTCACACATACTTTCCAAATAAAGGG
ACCCAACAATACACAGATCAAATTGAACGCCCCTTAATGGTAGGGTCTGTGTGGAACAGAAGAGCTCTTCAT
TATGAAAGTCAGCTGTGGAGTAAAATCCCCAACTTAGATGACAGTTTTAAAACCCAATTTGCAGCCCTGGGC
GGGTGGGGTTTACATCAACCACCTCCTCAAATATTTTTAAAAATACTGCCACAAAGTGGACCAATTGGGGGT
ATTAAATCCATGGGAATTACTACCTTAGTTCAATATGCAGTGGGAATTATGACAGTTACTATGACATTTAAA



TTGGGACCTCGTAAGGCTACTGGTAGGTGGAATCCACAGCCTGGAGTGTATCCTCCTCATGCAGCTGGTCAT
TTACCATATGTACTGTATGACCCTACAGCTACAGATGCAAAGCAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACTGCCAAAAGCCGTGTGCACCCACTGTAA
>lcl|MH151117_1_cds_AZP56637_1_3/1-2346_lcl|MH151117.1_cds_AZP56637.1_3/1-2346_g
ene=VP1_protein=VP1_structural_protein_protein_id=AZP56637.1_location=2337..4682
_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTAGCAAATGGTGGGAAAGTAATGATAAGTTTGCTAAAGACGTGTACCAGCAATTTGTA
CAATTTTATGAAAAAGTTACTGGGACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAACATTTCT
TTAGATAATCCCCTAGAAAACCCATCTTCTTTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAAT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGCGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCTAACTCTGTAACT
TGTACATTTTCCAGACAATTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGTCACAATGCCAGTGGAAAAGAGGCTAAAGTTTGCACCATTAGCCCCATAATGGGATACTCAACA
CCATGGAGATACTTGGATTTCAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTAACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGTTTATGTATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGTCAAGGCCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTGGGAGATGTAAACACACAAGGAATTACTGGAGACAGTAAAAAATTAGCT
AGTGAAGAATCAGCATTTTATGTTCTGGAGCACAGTTCTTTTCAACTTTTAGGGACAGGAGGTTCAGCTAGT
ATGTCCTATAAGTTTCCTGCAGTACCCCCAGAAAATTTAGAAGGCTGTAGCCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGAGTTCCTGACACATTGGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCACAAAATTTTATGCCAGGGCCACTAGTAAACTCAGTTTCTACAAAGGAG
GGAGATAATTCTAATACAGGAGCTGGAAAAGCCCTCACAGGCCTTAGCACAGGTACCAGTCAAAACACCAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATCTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAACTAAAACAGTTACAGGGTTTAAACATGCACACTTATTTCCCCAATAAAGGT
ACCCAGCAATATACAGATCAAATTGAGCGCCCACTAATGGTAGGTTCTGTGTGGAATAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAACTTAGATGACAGTTTTAAAACTCAGTTTGCAGCTTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGGGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACAATGACATTTAAA
TTGGGGCCCCGCAAAGCCACTGGGCGGTGGAACCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACACGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38507_1_cds_AAB47789_1_1/1-2346_lcl|U38507.1_cds_AAB47789.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47789.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAGTTTGCTAAAGCCGTGTATCAGCAATTTGTC
GAATTTTATGAAAAATTAACTGGAACAGACTTAGAGCTTATCCAAATATTAAAAGATCATTATAACATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAACATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCATAC
ACTCATTGGACTGTAGCAGATGAGGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGATGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCTAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT



AGTAGCTGCCACAATGCTAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGCCCCATAATGGGATACTCAACA
CCATGGAGATACTTAGACTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAACATTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAAGATGTGACAGAC
AAAACTGGAGGGGGGGTACAGGTGACTGACAGCACGACAGGGCGTCTATGTATGTTAGTAGACCACGAGTAC
AAGTACCCATATGTGTTAGGCCAAGGCCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTGTACTTTCCC
CCTCAATATGCTTACTTAACAGTCGGAGATGTAAACACACAAGGAATTACTGGAGACAGCAAAAAATTAGCC
AGTGAAGAATCAGCATTTTATGTTTTGGAGCACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTTCAGCTAGT
ATGTCTTATAAGTTTCCTGCAGTGCCCCCAGAGAATTTAGAAGGCTGCAGTCAACACTTTTATGAAATGTAC
AACCCGTTATATGGATCCCGCTTAGGAGTTCCTGACACTTTGGGAGGTGACCCAAAATTCAGATCATTAACA
CATGAAGACCATGCAGTTCAGCCGCAAAATTTTATGCCAGGGCCACTGGTGAACTCCGTTTCTACAAAGGAG
GGAGATAATTCTAATACAGGAGCTGGAAAAGCTCTAACAGGCCTTAGCACAGGTACCAGTCAAAACACCAGA
ATATCTTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTAGGTAGA
TTTCCAAATGAAAAAGAACAACTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGT
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTAGGTTCTGTGTGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAACTTAGATGACAGTTTTAAAACTCAGTTTGCAGCTTTAGGA
GGATGGGGTTTGCATGAGCCACCTCCTCAAATATTTTTAAAGATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCTGTGGGAATTATGACAGTAACTATGACATTTAAG
TTGGGGCCCCGCAAAGCCACGGGACGGTGGAACCCTCAACCTGGAGTGTATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAGTTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38506_1_cds_AAB47788_1_1/1-2346_lcl|U38506.1_cds_AAB47788.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47788.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAGTTTGCTAAAGCCGTGTATCAGCAATTTGTC
GAATTTTATGAAAAGTTAACGGGAACAGACTTAGAGCTTATCCAAATATTAAAAGATCATTATAACATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAACATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAACCCATAC
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGATGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGTGAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTGACT
TGTACATTCTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCT
AGCAGCTGCCACAATGCTAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGGTACTCAACA
CCATGGAGATACTTAGATTTTAATGCTTTAAATTTATTTTTCTCACCTTTAGAGTTTCAACACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTCACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGCCGTTTATGTATGTTAGTAGACCATGAATAC
AAGTATCCATATGTGTTAGGTCAAGGTCAGGATACCTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCTTTTTATGTTTTGGAGCACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAAGT
ATGTCTTATAAGTTTCCTGCAGTACCCCCAGAGAATTTAGAAGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATATGGATCCCGCTTAGGAGTTCCTGACACACTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGATCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTGGTAAACTCAGTTTCTACAAAGGAG
GGAGACAGCTCTAATACAGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCAGTCAAAATACTAGA
ATATCCTTACGCCCTGGGCCAGTATCTCAGCCATACCACCACTGGGACACAGACAAGTATGTCACAGGAATA
AATGCCATTTCTCATGGGCAAACCACTTACGGTAACGCTGAAGATAAAGAGTATCAGCAGGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAACTAAAGCAGTTACAGGGTTTAAACATACACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATTTTACCACAAAGTGGGCCAATTGGAGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA



TTGGGGCCCCGTAAAGCCACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ225150_1_cds_ABB13543_1_3/1-2346_lcl|DQ225150.1_cds_ABB13543.1_3/1-2346_g
ene=VP1_protein=minor_capsid_protein_protein_id=ABB13543.1_location=2035..4380_g
bkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTAGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCACTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAGAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATTCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCAACATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATCCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTATCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTACCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAACGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAGCGGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCTCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ225149_1_cds_ABB13538_1_3/1-2346_lcl|DQ225149.1_cds_ABB13538.1_3/1-2346_g
ene=VP1_protein=minor_capsid_protein_protein_id=ABB13538.1_location=2055..4400_g
bkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTAGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTACTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTACATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAACTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAGAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCACCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA



AGCAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGATACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATCTCTAGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGCACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ225151_1_cds_ABB13548_1_3/1-2346_lcl|DQ225151.1_cds_ABB13548.1_3/1-2346_g
ene=VP1_protein=minor_capsid_protein_protein_id=ABB13548.1_location=2045..4390_g
bkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTAGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACTATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAACTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGCACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCACAGCCATACCACCACTGGGACACAGATAAATATGTTCCAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGGTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA



TTGGGGCTCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCTCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|HQ130278_1_cds_ADP37910_1_1/1-2346_lcl|HQ130278.1_cds_ADP37910.1_1/1-2346_p
rotein=capsid_protein_VP1_protein_id=ADP37910.1_location=1..2346_gbkey=CDS/1-234
6
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGTCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCGGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGAACCAGAACACCGTTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTCAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTCTACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAATACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGTAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACCGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCCCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTGATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCACAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGAAAAGCTACGGGACGGTGGAATCCTCAGCCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGACGCAAAACAACACCACAGACATGGATATGAGAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126270_1_cds_BAD02256_1_2/1-2346_lcl|AB126270.1_cds_BAD02256.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02256.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAGTTTGCTAAAGCCGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAACATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTGACT
TGTACATTCTCTAGACAGTTTTTAATCCCATATGACCCAGAGCACCATTATAAAGTGTTTTCCCCCGCAGCT



AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATACTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTCACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCTTATGTATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACCTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCTTTTTATGTTCTTGAGCACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCTACT
ATGTCTTATAAGTTTCCTGTGGTACCCCCAGAAAATTTAGAAGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATATGGATCCCGCTTAGGAGTTCCTGACACACTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGATCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTGGTAAACTCAGTTTCTACAAAGGAG
GGAGACAGCTCTAATACAGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCAGTCAAAATACCAGA
ATATCCTTACGCCCTGGGCCAGTATCTCAGCCATACCACCACTGGGACACAGACAAGTATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAGGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAACTAAAGCAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAGATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCTGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAGTCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB030694_1_cds_BAA90292_1_2/1-2346_lcl|AB030694.1_cds_BAA90292.1_2/1-2346_g
ene=VP1_protein=capsid_protein_VP1_protein_id=BAA90292.1_location=2380..4725_gbk
ey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAAACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATACTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTCACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAACAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA



TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393169_1_cds_AIS74864_1_3/1-2346_lcl|KM393169.1_cds_AIS74864.1_3/1-2346_p
rotein=VP1_protein_id=AIS74864.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTA
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCATATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCAATTTGGGTGTACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAACTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGATAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCTTTAGCACAGGTACCTCTCAAAACACTAGA
ATTTCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCATCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGCCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATCTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCGCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGATGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126265_1_cds_BAD02241_1_2/1-2346_lcl|AB126265.1_cds_BAD02241.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02241.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTCTATGAGCAATTTGTA
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGGAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC



CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTCTACTTTCCC
CCGCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGGATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGATACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGATAGCTCTAATACTGGAGCTGCAAAAGCCTTAACAGGTCTTAGCACAGGTACCTCTCAAAACACTAGA
ATTTCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCATCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTTATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGACCAGCTAAACCAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATCTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38509_1_cds_AAB47791_1_1/1-2346_lcl|U38509.1_cds_AAB47791.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47791.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTCTATGAGCAATTTGTA
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGCCAAAAGCATGTGGAGTGAGGGGGCCACTTTTACTGCTAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGGAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTCTACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTAAACACACAAGGGATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCCTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCGCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGCAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATTTCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCATCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATCTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATACTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAATATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT



TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393165_1_cds_AIS74844_1_3/1-2346_lcl|KM393165.1_cds_AIS74844.1_3/1-2346_p
rotein=VP1_protein_id=AIS74844.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTATATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAAACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCGACTCTGTAACT
TGCACATTTTCCAGACAGCTTTTAATTCCATATGACCCAGAGCACCATTATACGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCTTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCCCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGGATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCGTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAAGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGATCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ225148_1_cds_ABB13533_1_3/1-2346_lcl|DQ225148.1_cds_ABB13533.1_3/1-2346_g
ene=VP1_protein=minor_capsid_protein_protein_id=ABB13533.1_location=2046..4391_g
bkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGCTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTGTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGCA
GTAAAAGATTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGGGGGGGTGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCTTATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGCAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA



AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTCTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTATCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACGGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGGGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCTCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATTCGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KT310174_1_cds_ALQ33061_1_3/1-2346_lcl|KT310174.1_cds_ALQ33061.1_3/1-2346_p
rotein=VP1_protein_id=ALQ33061.1_location=2436..4781_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAAATCATTACAATATTTCT
TTAGATAATCCTCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTGGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTTGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTCCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGCCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCTTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACGCAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTGGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTACCTCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGCAAAGGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCATCACTGGGACACAGATAAATATGTCACAGGGATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAACCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA



>lcl|AY768535_1_cds_AAV35057_1_1/1-2346_lcl|AY768535.1_cds_AAV35057.1_1/1-2346_g
ene=VP1_protein=VP1_protein_id=AAV35057.1_location=1..2346_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAGAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATTCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGATCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTCTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTATCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAATATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACCAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393167_1_cds_AIS74854_1_3/1-2346_lcl|KM393167.1_cds_AIS74854.1_3/1-2346_p
rotein=VP1_protein_id=AIS74854.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATACTTAGATTTCAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTATTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGTAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAAGT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGGCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAACGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCACCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATAATGACAGTAATCATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393166_1_cds_AIS74849_1_3/1-2346_lcl|KM393166.1_cds_AIS74849.1_3/1-2346_p
rotein=VP1_protein_id=AIS74849.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
CGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATACTTAGATTTCAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTATTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACCTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGTAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAACTTTTAGGTACAGGAGGTACAGCAAGT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAGAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGGCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAATTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAACGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCACCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATAATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781035_1_cds_CAG70329_1_2/1-2346_lcl|AJ781035.1_cds_CAG70329.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q6EVB2,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q6EVB2_protein=viral_protein_1_protein_id=CAG70329.1_locati



on=2000..4345_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCACTTAATTAAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACATAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATATAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781037_1_cds_CAG70335_1_2/1-2346_lcl|AJ781037.1_cds_CAG70335.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q6EVA6,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q6EVA6_protein=viral_protein_1_protein_id=CAG70335.1_locati
on=1981..4326_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
ACTGCCATTTCTCATGGTCAGACCACCTATGGTAATGCTGAAGAYAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACATAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393168_1_cds_AIS74859_1_3/1-2346_lcl|KM393168.1_cds_AIS74859.1_3/1-2346_p
rotein=VP1_protein_id=AIS74859.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGAATACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATACTTAGATTTCAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTCACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGTAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGGCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAACGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCACCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATAATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|MH201456_1_cds_QAB07495_1_2/1-2346_lcl|MH201456.1_cds_QAB07495.1_2/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=QAB07495.1_location=2624..4969_gbkey



=CDS/1-2346
ATGAGTAAACAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAACCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCCCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGACCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTATGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGACGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126268_1_cds_BAD02250_1_2/1-2346_lcl|AB126268.1_cds_BAD02250.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02250.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAGGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGGTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTGACAGTAGGAGATGTCAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126266_1_cds_BAD02244_1_2/1-2346_lcl|AB126266.1_cds_BAD02244.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02244.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGTAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGATCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACCGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781032_1_cds_CAG70321_1_2/1-2346_lcl|AJ781032.1_cds_CAG70321.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q6EVC0,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016



184,UniProtKB/TrEMBL:Q6EVC0_protein=viral_protein_1_protein_id=CAG70321.1_locati
on=1994..4339_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACATAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KX752821_1_cds_ASU04384_1_3/1-2346_lcl|KX752821.1_cds_ASU04384.1_3/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=ASU04384.1_location=2059..4404_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAATAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGCTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTCACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781034_1_cds_CAG70326_1_2/1-2346_lcl|AJ781034.1_cds_CAG70326.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q6EVB5,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q6EVB5_protein=viral_protein_1_protein_id=CAG70326.1_locati
on=2000..4345_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTKGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA



>lcl|AB126267_1_cds_BAD02247_1_2/1-2346_lcl|AB126267.1_cds_BAD02247.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02247.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACGGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAGCAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781036_1_cds_CAG70332_1_2/1-2346_lcl|AJ781036.1_cds_CAG70332.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q75U81,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q75U81_protein=viral_protein_1_protein_id=CAG70332.1_locati
on=1981..4326_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA



AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGAYAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|MH201455_1_cds_QAB07492_1_2/1-2346_lcl|MH201455.1_cds_QAB07492.1_2/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=QAB07492.1_location=2624..4969_gbkey
=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGCATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCCCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGACGCAAAACAACACCACAGACATGGATATGAAAAGCCT



GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781031_1_cds_CAG70318_1_2/1-2346_lcl|AJ781031.1_cds_CAG70318.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q75U81,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q75U81_protein=viral_protein_1_protein_id=CAG70318.1_locati
on=1994..4339_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AJ781038_1_cds_CAG70338_1_2/1-2346_lcl|AJ781038.1_cds_CAG70338.1_2/1-2346_g
ene=vp1_db_xref=GOA:Q75U81,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q75U81_protein=viral_protein_1_protein_id=CAG70338.1_locati
on=2210..4555_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGCTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTACAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAACAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA



AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGCATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAAGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTGACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGAACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AACGCCATTTCTCATGGTCAGACCACATATGGTAATGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCCGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013333_1_cds_AGT28185_1_3/1-2346_lcl|KC013333.1_cds_AGT28185.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28185.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAAACAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTCCCAGACAGTTTTTAATTCCTTATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTGAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AACCCCTTATACGGATCTCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACCAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTACCAGCAAGGAGTGGGTAGA
TTTCCAAAAAATGAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCCGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGGATTACTACCTTAGTTCAGTATGCTGGGGGAATTATGACAGTAACTATGACATTTAAA



TTGGGGCCCCGTAAAGCAACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGGACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38510_1_cds_AAB47792_1_1/1-2346_lcl|U38510.1_cds_AAB47792.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47792.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
CAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATATTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCTAGACAGTTTTTAATTCCATATGAGCCAGAGCACCGTTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACT
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTGACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGCCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126269_1_cds_BAD02253_1_2/1-2346_lcl|AB126269.1_cds_BAD02253.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02253.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTAATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAGTTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGACCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTCTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCACCAGTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAACACCATTATAAGGTGTTTTCTCCCGCAGCA



AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGTAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGATCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACCGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|HQ664953_1_cds_AEJ87335_1_2/1-2346_lcl|HQ664953.1_cds_AEJ87335.1_2/1-2346_p
rotein=VP1/2_protein_id=AEJ87335.1_location=436..2781_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGCCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGAGTACAGGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTTCTTTGAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACTACATATGGTAACGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGGGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCAGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT



TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGGGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013321_1_cds_AGT28134_1_3/1-2346_lcl|KC013321.1_cds_AGT28134.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28134.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGACAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAGATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAACTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGTCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGCACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTTTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCTCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACACTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCCGGGCCCCTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCTTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGTTGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013343_1_cds_AGT28224_1_3/1-2346_lcl|KC013343.1_cds_AGT28224.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28224.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCACCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCGTAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCATAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACT



CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACGGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCGTTAACAGGCCTTAGCACAGGTACCTCCCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAATATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACACAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCCTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|M13178_1_cds_AAA66867_1_2/1-2346_lcl|M13178.1_cds_AAA66867.1_2/1-2346_prote
in=unknown_protein_protein_id=AAA66867.1_location=2444..4789_gbkey=CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATTCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCTAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATCAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCATCT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT



GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013340_1_cds_AGT28211_1_3/1-2346_lcl|KC013340.1_cds_AGT28211.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28211.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAAAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTCTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAAGTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAGGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACATATGGTAACGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCTATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013324_1_cds_AGT28145_1_3/1-2346_lcl|KC013324.1_cds_AGT28145.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28145.1_location=2056..4401_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTAATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAATTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCAGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA



AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTTCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAT
AATCCCTTATACGGATCCCGTTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCCATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTAGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAACTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013327_1_cds_AGT28160_1_3/1-2346_lcl|KC013327.1_cds_AGT28160.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28160.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATGAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAC
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAACTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGGTACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGTTAGGACAAGGACAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCACAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATATGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGGGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAATGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAGCAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGACCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCGCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCTACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT



GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393164_1_cds_AIS74839_1_3/1-2346_lcl|KM393164.1_cds_AIS74839.1_3/1-2346_p
rotein=VP1_protein_id=AIS74839.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGCCTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
CTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTACAAACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTCCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ293995_2_cds_ABC02066_2_3/1-2346_lcl|DQ293995.2_cds_ABC02066.2_3/1-2346_p
rotein=VP1_protein_id=ABC02066.2_location=2276..4621_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGTAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAGCAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATCAGTTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAATTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTGAAAAGCATGTGGAGTGAAGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCCCTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGTTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCAAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGTCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCCTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAG
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAACCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KR005642_1_cds_ALF95948_1_3/1-2346_lcl|KR005642.1_cds_ALF95948.1_3/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=ALF95948.1_location=2241..4586_gbkey
=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTAACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCCATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGTCTCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGTACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACTGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTGGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGA
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGTCAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AF162273_1_cds_AAD46614_1_2/1-2346_lcl|AF162273.1_cds_AAD46614.1_2/1-2346_g



ene=vp_protein=VP1_capsid_protein_protein_id=AAD46614.1_location=2623..4968_gbke
y=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCACTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCTTATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGCAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACAATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATCCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGACAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGCACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCACAGCCATACCACCACTGGGACACAGATAAATATGTTCCAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGGCATGGATACGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM065415_1_cds_AIK97781_1_3/1-2346_lcl|KM065415.1_cds_AIK97781.1_3/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=AIK97781.1_location=2059..4404_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTGATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCTAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGCCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AACTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGAGTACAGGTTACTGACAGCACTACCGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCCTATAAGTTTCCTCCAGTGCCCCCAGAGAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCTCGCTTAGGGGTCCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTGAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATATCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACATATGGTAACGCTGAAGATAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGACCAAATTGAGCGTCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCCAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCCATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AF113323_1_cds_AAC99438_1_2/1-2346_lcl|AF113323.1_cds_AAC99438.1_2/1-2346_g
ene=vp1_protein=structural_protein_VP1_protein_id=AAC99438.1_location=2020..4365
_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGGAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGATCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTTTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGTACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACTACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAATAGAAGAGCCCTTCAC
TATGAAAGCCAGTTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTGCAGTATGCCGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KR005640_1_cds_ALF95936_1_3/1-2346_lcl|KR005640.1_cds_ALF95936.1_3/1-2346_g



ene=VP1_protein=capsid_protein_1_protein_id=ALF95936.1_location=2241..4586_gbkey
=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGAACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTAACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCCATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTTCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGTACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACTGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTGGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U31358_1_cds_AAA83558_1_1/1-2346_lcl|U31358.1_cds_AAA83558.1_1/1-2346_prote
in=VP1_protein_id=AAA83558.1_location=1..2346_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCMAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTYTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTGGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTGTACTTTCCC



CCTCAATATGCTTACTTAACAGTGGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGTAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCTTAATGGTAGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCTCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013344_1_cds_AGT28229_1_3/1-2346_lcl|KC013344.1_cds_AGT28229.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28229.1_location=2057..4402_gbkey=
CDS/1-2346
ATGAGTAAAAACAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTRCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTGAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AACCCCTTATACGRATCTCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAATTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACCAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTACCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCCGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGGATTACTACCTTAGTTCAGTATGCTGTAGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCAACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013312_1_cds_AGT28101_1_3/1-2346_lcl|KC013312.1_cds_AGT28101.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28101.1_location=2046..4391_gbkey=



CDS/1-2346
ATGAGTAAAAACAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTGAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AACCCCTTATACGGATCTCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACCAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTACCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCCGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGGATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCAACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013331_1_cds_AGT28178_1_3/1-2346_lcl|KC013331.1_cds_AGT28178.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28178.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAAACAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTGAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AACCCCTTATACGGATCTCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACCAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTACCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCCGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGTCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGGATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCAACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|Z70599_1_cds_CAA94513_1_2/1-2346_lcl|Z70599.1_cds_CAA94513.1_2/1-2346_gene=
orf2_db_xref=GOA:Q85191,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016184
,UniProtKB/TrEMBL:Q85191_protein_id=CAA94513.1_location=2027..4372_gbkey=CDS/1-2
346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTCGTG
GAATTTTATGAAAAGGTTACTGGTACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAGAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GGTGTTGACAGTGCTGCGAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCTTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTAAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGACAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCCAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGCACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCACAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38514_1_cds_AAB47796_1_1/1-2346_lcl|U38514.1_cds_AAB47796.1_1/1-2346_prote



in=VP1_and_VP2_structural_protein_protein_id=AAB47796.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATACCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACGTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCCCTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGCACCTCTCAGAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCATTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGCCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGTTGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38511_1_cds_AAB47793_1_1/1-2346_lcl|U38511.1_cds_AAB47793.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47793.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTAGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACT
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACCCAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGCCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGCCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCCTGGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM393163_1_cds_AIS74834_1_3/1-2346_lcl|KM393163.1_cds_AIS74834.1_3/1-2346_p
rotein=VP1_protein_id=AIS74834.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAAATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAGAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTGGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGTAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTTACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACTCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGGCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38512_1_cds_AAB47794_1_1/1-2346_lcl|U38512.1_cds_AAB47794.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47794.1_location=1..2346_gbkey=C



DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATAATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGTACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGCATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTCTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB030673_1_cds_BAA90267_1_2/1-2346_lcl|AB030673.1_cds_BAA90267.1_2/1-2346_g
ene=VP1_protein=capsid_protein_VP1_protein_id=BAA90267.1_location=2205..4550_gbk
ey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGATGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126264_1_cds_BAD02238_1_2/1-2346_lcl|AB126264.1_cds_BAD02238.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02238.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCCTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGACTTAGCACAGGTACCTCTCAAAGCACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATC
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGTCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACTTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126262_1_cds_BAD02232_1_2/1-2346_lcl|AB126262.1_cds_BAD02232.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02232.1_location=2108..4453_gbkey=CDS/



1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCATTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCCTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGACTTAGCACAGGCACCTCTCAAAGCACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATC
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGTCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACTTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB126271_1_cds_BAD02259_1_2/1-2346_lcl|AB126271.1_cds_BAD02259.1_2/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=BAD02259.1_location=2108..4453_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTATCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTGCCTGACACATTAGGGGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAATACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGCCAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38517_1_cds_AAB47799_1_1/1-2346_lcl|U38517.1_cds_AAB47799.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47799.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGTATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCTAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAGTATACAGATCAAATTGAGCGCCCCTTAATGGTAGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCTCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38516_1_cds_AAB47798_1_1/1-2346_lcl|U38516.1_cds_AAB47798.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47798.1_location=1..2346_gbkey=C



DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCAATTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTGATTCCATATGACCCAGAGCACCACTATAAGGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCCACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTCTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTTAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTAGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38546_1_cds_AAB47801_1_1/1-2346_lcl|U38546.1_cds_AAB47801.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47801.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATAAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCGTTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAGATGTAC
AATCCCTTATACGGATCCCGATTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGGTCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAATATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGCATTACTACCCTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AY504945_1_cds_AAR97626_1_2/1-2346_lcl|AY504945.1_cds_AAR97626.1_2/1-2346_p
rotein=minor_virus_capsid_protein_VP1_protein_id=AAR97626.1_location=2623..4968_
gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGTACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGTAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATAAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATCTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGCATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAT
AAGTACCCATATGTGTTGGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAGTATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGAGTTCCTGACACATTAGGAGGTGATCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGATAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGCGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATCATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGGCGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013308_1_cds_AGT28084_1_3/1-2346_lcl|KC013308.1_cds_AGT28084.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28084.1_location=2045..4390_gbkey=



CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATCATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGTGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCG
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTCTCCCCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTGGGAGACGTCAACACACAAGGAATCTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGGGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTGAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCACAAAACACTAGA
ATATCCTTACGCCCTGGACCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACGGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCCAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTCCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAACCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTGCTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|FN598217_1_cds_CBI63307_1_3/1-2346_lcl|FN598217.1_cds_CBI63307.1_3/1-2346_g
ene=vp1_db_xref=GOA:Q784S9,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016
184,UniProtKB/TrEMBL:Q784S9_protein=VP1_protein_protein_id=CBI63307.1_location=2
623..4968_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38518_1_cds_AAB47800_1_1/1-2346_lcl|U38518.1_cds_AAB47800.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47800.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACTATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTGGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGTAAAGCTTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACTCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTGCCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|AB030693_1_cds_BAA90289_1_2/1-2346_lcl|AB030693.1_cds_BAA90289.1_2/1-2346_g



ene=VP1_protein=capsid_protein_VP1_protein_id=BAA90289.1_location=2380..4725_gbk
ey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAGGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGTATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGACTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|DQ408301_1_cds_ABD64542_1_2/1-2346_lcl|DQ408301.1_cds_ABD64542.1_2/1-2346_g
ene=VP1_protein=minor_capsid_protein_VP1_protein_id=ABD64542.1_location=2287..46
32_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAAGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTAAATTTGTTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCGCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CACGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGACCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTGAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTAGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38508_1_cds_AAB47790_1_1/1-2346_lcl|U38508.1_cds_AAB47790.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47790.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGTACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGTAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTGTTTTCTCCCGCAGCT
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCTATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGCATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATACGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTATTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGCGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013305_1_cds_AGT28072_1_3/1-2346_lcl|KC013305.1_cds_AGT28072.1_3/1-2346_p



rotein=minor_capsid_protein_VP1_protein_id=AGT28072.1_location=2035..4380_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTATCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCCGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38515_1_cds_AAB47797_1_1/1-2346_lcl|U38515.1_cds_AAB47797.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47797.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAAGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC



AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTGGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCCAATGAAAAAGAGCAGTTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013325_1_cds_AGT28150_1_3/1-2346_lcl|KC013325.1_cds_AGT28150.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28150.1_location=2046..4391_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGCACAGCAACT
ATGTCTTACAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGTAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCGAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013329_1_cds_AGT28170_1_3/1-2346_lcl|KC013329.1_cds_AGT28170.1_3/1-2346_p



rotein=minor_capsid_protein_VP1_protein_id=AGT28170.1_location=2049..4394_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAAGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATAGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCGTATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTGGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCTGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013303_1_cds_AGT28061_1_3/1-2346_lcl|KC013303.1_cds_AGT28061.1_3/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28061.1_location=1713..4058_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGGTACTCAACT
CCATGGAGATATTTAGATTTTAATGCATTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGGCTATGCATGTTAGTGGACCATGAATAT



AAGTACCCATATGTGTTAGGACAAGGACAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCACAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATATGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGGGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAATGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAGCAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCTACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KC013313_1_cds_AGT28105_1_2/1-2346_lcl|KC013313.1_cds_AGT28105.1_2/1-2346_p
rotein=minor_capsid_protein_VP1_protein_id=AGT28105.1_location=2047..4392_gbkey=
CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCTTATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGGTACTCAACC
CCATGGAGATATTTAGATTTTAATGCATTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGCAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGACGTTACAGAC
AAAACTGGAGGAGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAT
AAGTACCCATATGTGTTAGGGCAAGGACAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCACAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTCTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGGGACCCCAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCACAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAATGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAGCAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGACCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGTATTACTACCTTAGTTCAGTATGCTGTGGGCATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAGCACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KY940273_1_cds_ART41386_1_3/1-2346_lcl|KY940273.1_cds_ART41386.1_3/1-2346_p



rotein=VP1_protein_id=ART41386.1_location=2624..4969_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KT268312_1_cds_AKQ44382_1_2/1-2346_lcl|KT268312.1_cds_AKQ44382.1_2/1-2346_g
ene=VP1_locus_tag=B19V_02_protein=VP1_protein_id=AKQ44382.1_location=2623..4968_
gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAGAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAAATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTGGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTATTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTGGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAGGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTGGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCCTACGCCCTGGGCCAGTGTCTCAGCCATACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAGCAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACTATGACATTTAAA
TTGGGGCCCCGTAAAGCTACAGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCGCCCAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|FJ591158_1_cds_ACL36594_1_3/1-2346_lcl|FJ591158.1_cds_ACL36594.1_3/1-2346_p
rotein=VP1_protein_id=ACL36594.1_location=2532..4877_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATACTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGCATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAACTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTGACT
TGTACATTTTCTAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAACTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGTCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCCATTTGGGTGTACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTGGCA
AGTGAAGAATCAGCATTTTATGTTTTAGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAGTACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACCAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCTTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTGGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCGGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|Z68146_1_cds_CAA92270_1_2/1-2346_lcl|Z68146.1_cds_CAA92270.1_2/1-2346_db_xr
ef=GOA:Q85117,InterPro:IPR001403,InterPro:IPR013607,InterPro:IPR016184,UniProtKB
/TrEMBL:Q85117_protein=capsid_proteins_VP_protein_id=CAA92270.1_location=2401..4



746_gbkey=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTTTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTCAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KM065414_1_cds_AIK97776_1_3/1-2346_lcl|KM065414.1_cds_AIK97776.1_3/1-2346_g
ene=VP1_protein=VP1_protein_protein_id=AIK97776.1_location=2059..4404_gbkey=CDS/
1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACCGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTGACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCCTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTGCAAGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTACCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAGATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCGAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTTATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCTTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCGAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGCTCTGTATGGAACCGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGGCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|U38513_1_cds_AAB47795_1_1/1-2346_lcl|U38513.1_cds_AAB47795.1_1/1-2346_prote
in=VP1_and_VP2_structural_protein_protein_id=AAB47795.1_location=1..2346_gbkey=C
DS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTCAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATCCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAGGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTTACAGAC
AAAACTGGAGGGGGGGTACAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCTATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACACTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATACAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCAGTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGCACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTAACAGGAATA
AATGCCATTTCTCATGGTCAGACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTAGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCCGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGGCCCCGTAAGGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KR005641_1_cds_ALF95942_1_3/1-2346_lcl|KR005641.1_cds_ALF95942.1_3/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=ALF95942.1_location=2245..4590_gbkey



=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCTCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTAACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCCATTTGGGTATACTTTCCC
CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGTACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACTGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTGGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
>lcl|KR005644_1_cds_ALF95959_1_3/1-2346_lcl|KR005644.1_cds_ALF95959.1_3/1-2346_g
ene=VP1_protein=capsid_protein_1_protein_id=ALF95959.1_location=2245..4590_gbkey
=CDS/1-2346
ATGAGTAAAGAAAGTGGCAAATGGTGGGAAAGTGATGATAAATTTGCTAAAGCTGTGTATCAGCAATTTGTG
GAATTTTATGAAAAGGTTACTGGAACAGACTTAGAGCTTATTCAAATATTAAAAGATCATTATAATATTTCT
TTAGATAATCCCCTAGAAAACCCATCCTCTCTGTTTGACTTAGTTGCTCGTATTAAAAATAACCTTAAAAAC
TCTCCAGACTTATATAGTCATCATTTTCAAAGTCATGGACAGTTATCTGACCACCCCCATGCCTTATCATCC
AGTAGCAGTCATGCAGAACCTAGAGGAGAAGATGCAGTATTATCTAGTGAAGACTTACACAAGCCTGGGCAA
GTTAGCGTACAACTACCCGGTACTAACTATGTTGGGCCTGGCAATGAGCTACAAGCTGGGCCCCCGCAAAGT
GCTGTTGACAGTGCTGCAAGGATTCATGACTTTAGGTATAGCCAACTGGCTAAGTTGGGAATAAATCCATAT
ACTCATTGGACTGTAGCAGATGAAGAGCTTTTAAAAAATATAAAAAATGAAACTGGGTTTCAAGCACAAGTA
GTAAAAGACTACTTTACTTTAAAAGGTGCAGCTGCCCCTGTGGCCCATTTTCAAGGAAGTTTGCCGGAAGTT
CCCGCTTACAACGCCTCAGAAAAATACCCAAGCATGACTTCAGTTAATTCTGCAGAAGCCAGCACTGGTGCA
GGAGGGGGGGGCAGTAATCCTGTTAAAAGCATGTGGAGTGAGGGGGCCACTTTTAGTGCCAACTCTGTAACT
TGTACATTTTCCAGACAGTTTTTAATTCCATATGACCCAGAGCACCATTATAAGGTGTTTTCTCCCGCAGCA
AGTAGCTGCCACAATGCCAGTGGAAAAGAGGCAAAGGTTTGCACCATTAGTCCCATAATGGGATACTCAACC
CCATGGAGATATTTAGATTTTAATGCTTTAAATTTATTTTTTTCACCTTTAGAGTTTCAGCACTTAATTGAA
AATTATGGAAGTATAGCGCCTGATGCTTTAACTGTAACCATATCAGAAATTGCTGTTAAGGATGTAACAGAC
AAAACTGGAGGAGGGGTGCAGGTTACTGACAGCACTACAGGGCGCCTATGCATGTTAGTAGACCATGAATAC
AAGTACCCATATGTGTTAGGGCAAGGTCAAGATACTTTAGCCCCAGAACTTCCCATTTGGGTATACTTTCCC



CCTCAATATGCTTACTTAACAGTAGGAGATGTTAACACACAAGGAATTTCTGGAGACAGCAAAAAATTAGCA
AGTGAAGAATCAGCATTTTATGTTTTGGAACACAGTTCTTTTCAGCTTTTAGGTACAGGAGGTACAGCAACT
ATGTCTTATAAGTTTCCTCCAGTGCCCCCAGAAAATTTAGAGGGCTGCAGTCAACACTTTTATGAAATGTAC
AATCCCTTATACGGATCCCGCTTAGGGGTTCCTGACACATTAGGAGGTGACCCAAAATTTAGATCTTTAACA
CATGAAGACCATGCAATTCAGCCCCAAAACTTCATGCCAGGGCCACTAGTAAACTCAGTGTCTACAAAGGAG
GGAGACAGCTCTAATACTGGAGCTGGAAAAGCCTTAACAGGCCTTAGTACAGGTACCTCTCAAAACACTAGA
ATATCCTTACGCCCTGGGCCAGTGTCTCAGCCGTACCACCACTGGGACACAGATAAATATGTCACTGGAATA
AATGCCATTTCTCATGGTCAAACCACTTATGGTAACGCTGAAGACAAAGAGTATCAGCAAGGAGTGGGTAGA
TTTCCAAATGAAAAAGAACAGCTAAAACAGTTACAGGGTTTAAACATGCACACCTACTTTCCCAATAAAGGA
ACCCAGCAATATACAGATCAAATTGAGCGCCCCCTAATGGTGGGTTCTGTATGGAACAGAAGAGCCCTTCAC
TATGAAAGCCAGCTGTGGAGTAAAATTCCAAATTTGGATGACAGTTTTAAAACTCAGTTTGCAGCCTTAGGA
GGATGGGGTTTGCATCAGCCACCTCCTCAAATATTTTTAAAAATATTACCACAAAGTGGGCCAATTGGAGGT
ATTAAATCAATGGGAATTACTACCTTAGTTCAGTATGCTGTGGGAATTATGACAGTAACCATGACATTTAAA
TTGGGTCCCCGTAAAGCTACGGGACGGTGGAATCCTCAACCTGGAGTATATCCCCCGCACGCAGCAGGTCAT
TTACCATATGTACTATATGACCCCACAGCTACAGATGCAAAACAACACCACAGACATGGATATGAAAAGCCT
GAAGAATTGTGGACAGCCAAAAGCCGTGTGCACCCATTGTAA
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ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTATGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGAGAGGCATTGTGCGGTTCGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAATATTGATAGATTTTTTGAAGACTCGCTAACGAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGCCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACTGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCATTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCCAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCCATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCTTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTAGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAGCATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTTGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACGTTTTTTGTT
CCTGGACACACCAGAGTTACCTCTGGTGGTACTGATACAGTGTACAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCTCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGTATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCCAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTATTCTCAT
TTGCTGTAA
>lcl|GU120197_1_cds_ACY78470_1_1/1-2745_lcl|GU120197.1_cds_ACY78470.1_1/1-2745_p
rotein=capsid_protein_protein_id=ACY78470.1_location=1..2745_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTTTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAGATTTGCTGATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAAATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAACTGAGACAGGCA
GCAGCAGGCATAACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACCGTTGAAAACATTGATAGATTTTTTGAAGACTCACTAACAAACTTTGCCAAAGAAGAT
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGATCAGTG



GATGAGGCAGCAAAACATCATAATGAACGGTACGCAGAGATGATTAAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTG
ACAGATGTAGTGGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCTTCTGCAGTCTGATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTTTCTGATTCTGTAGTTATTACTTCTCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAT
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATCTCTGCTATTGTAATTAAGGATGTTGCAACTAATCAGACAGGT
ACTACTGTCTCTGATTCTGCAAGTGGTGGCATAACTATATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGATACTTTACCAGGTCACTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAGCACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCGTCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGT
AGGTTAGCCATTATGACAGGTGTTGACAATGATGGGACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGACTTCCCCTGAATTATGTTCCAGGACCAGCTCTAATGATGCCAACAGACACACAAATTAGAAATACA
ACTTTTAGGGATCCTGTAGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTCCATAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAGCATGAAGAATCATATGATAAACATGAAGAGGACCGTGATGGTAGAGTT
ACTAACCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCAGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACACACTAGAGTGACATCTGGTGGTACTGATACAGTGCACAGCCCAAAATTGTATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTAGGAGGTTGGGGAGTTCTTACTCCTCCACCA
ATGATATTTGTCAAGCTTAGATCACAACCAGGACCTCCCAGTCCAGGAGCCCATACAGTTCCCCAATCTAAT
TTAAATCAGTATGCCATTTTTCATTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCTCAC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCTGGGCGTATGCCATTCACTCTTGCTAAT
AGCTTAAAAGACCCAAACACGCCAGTGTATGGAGTGCCTTCTGATCAATGGATTGCCCGTAATTACTCGCAT
TTGCTGTAA
>lcl|HQ593532_1_cds_AEE69129_1_2/1-2745_lcl|HQ593532.1_cds_AEE69129.1_2/1-2745_p
rotein=VP1_protein_id=AEE69129.1_location=2110..4854_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCCAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAACACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAGCTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCACCAAATGCTGAAACTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACTATTGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAATTTTGCCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCATTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAATTAGAAGAAAAAAAGCGCCGGGGGGACATTACTCACTTG
ACAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCCTGTGCAGTCTGATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTCTCTGATTCTGTAGTTATTACTTCTCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCCAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCCTAACTATTGCAATCTCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCAATGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGATACTTTACCGGGTCATTTACCAGGGGAAAACTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGTAGAGAAATTGATCAACAGAACAGCATTGTGGCCATCAGTGATCATAAAACAGAACTATTT



TTTCTAGAACACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGGTTAGCTATTATGACAGGCGTTGACAACGATGGCACTGCCGTCTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAACTATGTTCCAGGACCAGCTCTGATGATGCCAACGGACACACAAATTAGAAACACA
ACTTTCAGGGATCCTGTTGCTATTGGAAATCCTGCTACAAGTGATAGGTACAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGCACAGAGGAATGGTTAGCAAACAAAACTGATTATTCTGTACATAATTACTTGGGA
GGGGTTGCATACACCAGAAGAAAACATGAAGAATCTTATGATAAGCATGAAGAGGACCGTGATGGCAGAGTT
AGTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTAGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAATTGTATCAAGAACCTGTA
TTTCCCCTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAGTATCCTCTTTTAGGAGGCTGGGGAGTTATGACTCCTCCACCG
ATGATATTTGTCAAGCTTAGATCACAGCCAGGACCTCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTACAAGACCCAAGCACGCCGGTATATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAC
TTGCTTTAA
>lcl|KJ541119_1_cds_AIC33853_1_2/1-2745_lcl|KJ541119.1_cds_AIC33853.1_2/1-2745_p
rotein=minor_capsid_protein_protein_id=AIC33853.1_location=2109..4853_gbkey=CDS/
1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAGCTCAGTCTGGCA
GCAGCGGGTATAACTCACTCAAAAGCACCAAATGCTGAAACTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTAGTATCGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAATTTTGGCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCAACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCCGG
CTTATTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCACGGGGACATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCCTCTGCAGTCTGATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTTTCTGATTCTGTAGTTATTACTTCTCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAG
ATTAAGCCTAAAAGCCTAACTATTGCAATCTCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCACTGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTACCCATATGTA
TTGGGTCATAATCAAGATACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAATAGCATTGTGGCCATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAACACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGATTAGCTATTATGACAGGTGTTGACAGTGATGGCACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAATTATGTTCCAGGACCAGCTCTCATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTTGCTATTGGAAATCCTGCTACAAGTGATAGATACAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGCACAGAAGAATGGTTAGCAAACAAAACTGATTATTCTGTACATAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAACATGAAGAATCTTATGATAAGCATGAAGAGGACCGTGATGGCAGAGTT
AGTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGTCCAAAATTGTATCAAGAACCTGTA
TTTCCCTTGTTTCCTGGGGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAGTATCCTCTTTTAGGAGGTTGGGGAGTTATGACTCCTCCACCG
ATGATATTTGTCAAGCTTAGATCACAGCCCGGACCTCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT



TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCTACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTACAAGACCCAAACACGCCAGTGTATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAC
TTGCTTTAA
>lcl|KM390024_1_cds_AIX96901_1_2/1-2745_lcl|KM390024.1_cds_AIX96901.1_2/1-2745_p
rotein=VP1_protein_id=AIX96901.1_location=2378..5122_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAACACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTTTGATTTCTGTAGCTCCACCAGGAGCTGCAAACAAGCTCAGACAGGCA
GCAGCGGGTATAACTCACTCAAAAGCACCAAATGCTGAAACTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTGCCTAGTGTTGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAATTTTGGCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCAACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTTCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATACCTTATTTACAC
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCCTGTGCAGTCTGATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTCTCTGATTCTGTAGTTATTACTTCTCACACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATTAAGCCTAAAAGCCTAACTATTGCAATCTCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCACTGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGATACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAATAGCATTGTGGCCATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAACACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGATTAGCTATTATGACAGGTGTTGACAGTGATGGCACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAATTATGTTCCAGGACCAGCTCTCATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTTGCTATTGGAAATCCTGCTACAAGTGATAGATACAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGCACAGAAGAATGGTTAGCAAACAAAACTGATTATTCTGTACATAATTATTTGGGA
GGGGTTGCATACACTAGAAGAAAACATGAAGAATCTTACGATAAGCATGAAGAGGACCGTGATGGCAGAGTT
AGTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAATTGTATCAAGAACCTGTG
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATACGATTGTCAAATATGGACGAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAGTATCCTCTTTTAGGAGGTTGGGGAGTTATGACTCCTCCACCG
ATGATATTTGTTAAGCTTAGATCACAGCCCGGACCGCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCGGGACGTATGCCATTTACTCTTGCTAAT
AGCTTACAAGACCCAAACACGCCAGTGTATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAC
TTGCTTTAA
>lcl|KJ541120_1_cds_AIC33856_1_2/1-2745_lcl|KJ541120.1_cds_AIC33856.1_2/1-2745_p
rotein=minor_capsid_protein_protein_id=AIC33856.1_location=2109..4853_gbkey=CDS/
1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCCAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAGCTCAGACAGGCA
GCAGCGGGTATAACTCACTCAAAAGCACCAAATGCTGAAACTCTGCGAGGCATTGTGCGATTTGCAGCTGCT



GCTTTTGTGCCTAGTATCGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAATTTTGGCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCAACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCACGGGGACATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACAAACCTTGCCTGTGCAGTCTGATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTCTCTGATTCTGTAGTTATTACTTCTCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAG
ATTAAGCCTAAAAGCCTAACTATTGCAATCTCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCACTGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
CTGGGTCATAATCAAGACACTTTACCGGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAATAGCATTGTGGCCATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAACACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGATTAGCTATTATGACAGGTGTTGACAGTGATGGCACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAAATATGTTCCAGGACCAGCTCTCATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTTGCTATTGGAAATCCTGCTACAAGTGATAGATACAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGCACAGAAGAATGGTTAGCAAACAAAACTGATTATTCTGTACATAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAACATGAAGAATCTTATGATAAGCATGAAGAGGACCGTGATGGCAGAGTT
AGTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGTCCAAAATTGTATCAAGAACCTGTA
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAGTATCCTCTTTTAGGAGGCTGGGGAGTTATGACTCCTCCACCG
ATGATATTTGTTAAGCTTAGATCACAGCCCGGACCTCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTCCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTACAAGACCCAAACACGCCAGTGTATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAC
TTGCTTTAA
>lcl|KJ541121_1_cds_AIC33859_1_2/1-2745_lcl|KJ541121.1_cds_AIC33859.1_2/1-2745_p
rotein=minor_capsid_protein_protein_id=AIC33859.1_location=2109..4853_gbkey=CDS/
1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCCAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAGCTCAGACAGGCA
GCAGCGGGTATAACTCACTCAAAAGCACCAAATGCTGAAACTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTGCCTAGTATCGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAATTTTGCCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCAACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCACGGGGACATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
ACAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACAAACCTTGCCTGTGCAGTCTGATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTCTCTGATTCTGTAGTTATTACTTCTCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTACGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC



ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCCTAACTATTGCAATCTCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCACTGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
CTGGGTCATAATCAAGACACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCCATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAACACCATGATGCAGAGTGTTTAGGAACAGGAGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGATTAGCTATTATGACAGGTGTTGACAGTGATGGCACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAACTATGTTCCAGGACCAGCTCTCATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTTGCTATTGGAAATCCTGCTACAAGTGATAGATACAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGCACAGAAGAATGGTTAGCAAACAAAACTGATTATTCTGTACATAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAACATGAAGAATCTTATGATAAGCATGAAGAGGACCGTGATGGCAGAGTT
AGTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGTCCAAAATTGTATCAAGAACCTGTA
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAGTATCCTCTTTTAGGAGGTTGGGGAGTTATGACTCCTCCACCG
ATGATATTTGTTAAGCTTAGATCACAGCCCGGACCTCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTCCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTACAAGACCCAAACACGCCAGTGTATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAC
TTGCTTTAA
>lcl|DQ873387_1_cds_ABK00514_1_2/1-2745_lcl|DQ873387.1_cds_ABK00514.1_2/1-2745_p
rotein=ORF2_protein_id=ABK00514.1_location=2214..4958_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTATGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGAGAGGCATTGTGCGGTTCGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAATATTGATAGATTTTTTGAAGACTCGCTAACGAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTCCAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGCCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACTGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCATTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCCAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCCATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCTTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTAGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAGCATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTTGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACGTTTTTTGTT



CCTGGACACACCAGAGTTACCTCTGGTGGTACTGATACAGTGTACAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCTCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGTATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCCAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTATTCTCAT
TTGCTATAA
>lcl|EU175856_1_cds_ABV71693_1_2/1-2745_lcl|EU175856.1_cds_ABV71693.1_2/1-2745_p
rotein=ORF2_protein_id=ABV71693.1_location=2329..5073_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTATGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGAGAGGCATTGTGCGGTTCGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAATATTGATAGATTTTTTGAAGACTCGCTAACGAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGCCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAATCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAGACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACTGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCATTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCCAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCCATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCTTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTAGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAGCATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTTGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACGTTTTTTGTT
CCTGGACACACCAGAGTTACCTCTGGTGGTACTGATACAGTGTACAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCTCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGTATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCCAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTATTCTCAT
TTGCTATAA
>lcl|EU546210_1_cds_ACD71479_1_2/1-2745_lcl|EU546210.1_cds_ACD71479.1_2/1-2745_p
rotein=ORF2_protein_id=ACD71479.1_location=2329..5073_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC



CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTATGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGAGAGGCATTGTGCGGTTCGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAATATTGATAGATTTTTTGAAGACTCGCTAACGAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGCCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTAATGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCATTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCCAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCCATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCTTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTAGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAGCATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTTGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACGTTTTTTGTT
CCTGGACACACCAGAGTTACCTCTGGTGGTACTGATACAGTGTACAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCTCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGTATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCCAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTATTCTCAT
TTGCTATAA
>lcl|DQ873386_1_cds_ABK00512_1_2/1-2745_lcl|DQ873386.1_cds_ABK00512.1_2/1-2745_p
rotein=ORF2_protein_id=ABK00512.1_location=2103..4847_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTATGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGAGAGGCATTGTGCGGTTCGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAATATTGATAGATTTTTTGAAGACTCGCTAACGAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACACACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGCCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT



AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACTGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCATTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCCAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCCATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTTCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCTTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTAGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAGCATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTTGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACGTTTTTTGTT
CCTGGACACACCAGAGTTACCTCTGGTGGTACTGATACAGTGTACAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCTCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGTATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCCAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTATTCTCAT
TTGCTATAA
>lcl|DQ873389_1_cds_ABK00518_1_2/1-2745_lcl|DQ873389.1_cds_ABK00518.1_2/1-2745_p
rotein=ORF2_protein_id=ABK00518.1_location=2211..4955_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGACATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTGTGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGCGAGGCATTGTGCGGTTTGCAGCTGCT
GCTTTTGTGCCTACTGTTGAAAATATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAAACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTTCTCACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGTCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGCTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTACTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACCGTTTCTGATTCTGCAAGTGGTGGAATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCACTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAT
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCAAACCAAACACTGTATGCAAGACATAATCCAATTCCCTCCAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCAATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCCTTAGTACAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTGGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA



GGTGTTGCATACACTAGAAGAAAACATGAAGAGTCTTATGATAAGCATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTAGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACATTTTTTGTT
CCTGGACACACCAGAGTTACATCTGGTGGTACTGATACAGTGTACAGTCCAAAATTATACCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAACTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCCCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGCATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCGAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTACTCTCAT
TTGTTATAA
>lcl|DQ873388_1_cds_ABK00516_1_2/1-2745_lcl|DQ873388.1_cds_ABK00516.1_2/1-2745_p
rotein=ORF2_protein_id=ABK00516.1_location=2211..4955_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAAC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTGTGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGCGAGGCATTGTGCGGTTTGCAGCTGCT
GCTTTTGTGCCTACTGTTGAAAATATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTTCTCACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGTCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGCTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTACTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACCGTTTCTGATTCTGCAAGTGGTGGAATTACTATATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCACTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAT
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCAAACCAAACACTGTATGCAAGACATAATCCAATTCCCTCCAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGACTGCAATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTCCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCCTTAGTACAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTGGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAACATGAAGAGTCTTATGATAAGCATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTAGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACATTTTTTGTT
CCTGGACACACCAGAGTTACATCTGGTGGTACTGATACAGTGTACAGTCCAAAATTATACCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTTTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCCCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCACTTGCATTATAGCATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCGAATACACCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTACTCTCAT
TTGTTATAA
>lcl|EU200667_1_cds_ABY67677_1_2/1-2745_lcl|EU200667.1_cds_ABY67677.1_2/1-2745_g
ene=VP1_protein=minor_structural_protein_protein_id=ABY67677.1_location=2307..50
51_gbkey=CDS/1-2745



ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAGACTCACTTTGCT
ATAGGAATAATGTACTCCAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTCCTGAATTGAGC
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAATTATAGGCGTAAGACATCTGATACCAGGGTGTGGTACAGA
GTGTACTTAGACATGACAAGACTTCTAATTTCTGTGGCTCCTCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCCCCCAATGCTGAAAGCCTGCGAGGCATTGTGCGGTTTGCAGCTGCT
GCTTTTGTGCCTACTGTTGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCACGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTTCTCACTTA
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGACGAGTCTGACCCGGCCTTGCTTCTGCAGTCTCATACC
AATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTTATTACTTCACATACTAGAACTTCAATGTTAGCTGATAGAGGGGGGTATGTG
CCTGTGTATAAGCAAGGAAGTCATGTAGATTCTTCGCAGCCTGTAATGGGTATGAAAACACCTTACTCTTAC
ATTGATGTTAATGCTTTATCTGCTCATTTTACTCCTAGAGACTTTCAGCAACTGCTAGATGAATATGATGAA
ATTAAACCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTAATTAAGGATGTTGCAACCAATCAAACAGGT
ACTACTGTTTCTGATTCTGCAAGTGGTGGGATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACATTACCAGGTCACTTACCAGGAGAAAATTATGTATTGCCTCAGTATGGGTAT
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATTAGTGATCATAAGACAGAACTGTTT
TTTTTAGAGCACCATGATGCAGAGTGTTTGGGTACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACCTACCTTGGAGAAAATTGTCAACTCCAAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGGTTAGCTATTATGACAGGTGTTGACAATGATGGGACTGCAATTTGGAAACGCCCTGAAGGCATGGATGTT
GGCAGACTTCCATTAAATTATGTTCCAGGGCCAGCTCTAATGATGCCAACAGACACCCAAATTAGAAACACA
ACTTTCAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCCTTAGTCCAT
CAACCATGGTCTGTCCGTACAGAAGAATGGCTGGCAAACAAAACAGACTATGCTGTTCATAATTATTTAGGA
GGTGTTGCATACACTAGAAGAAAACATGAAGAGTCTTATGATAAACATGAGGAGGACCGAGATGGTAGAGTT
ACTAACCCATCCAGAGTAGTTCAGATAGATGGTGATTTAGCAGCTCCTCATGTGGGTCACACATTTTTTGTT
CCTGGACACACCAGAGTTACGTCTGGTGGTACTGATACAGTGTACAGTCCTAAATTATACCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGCCAAATATGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATATCCTCTTCTGGGAGGTTGGGGAGTTCTTACTCCTCCTCCA
ATGATTTTTGTGAAGCTCAGGTCACAACCAGGCCCTCCTAGTCCAGGTGCCCACACAGTTCCACAATCTAAT
TTAAACCAGTATGCAATTTTTCATTTGCATTATAGCATGCAGTTTTTAGTTAAGCGCCGCAAGAGATCTCGC
CGCCATAATCCCGAGAAACCTGCTCCTTTCCCGACAACAGATTCGGGACGTATGCCTTTTACCCTTGCCAAT
AGCTTAAAAGACCCTAATACACCAGTATATGAAGTGCCTTCTGATCAATGGATTGCGCGAAATTACTCTCAT
TTGTTATAA
>lcl|KU871315_1_cds_AOY07790_1_2/1-2745_lcl|KU871315.1_cds_AOY07790.1_2/1-2745_p
rotein=VP1_protein_id=AOY07790.1_location=2358..5102_gbkey=CDS/1-2745
ATGTCTGCTGCTGACGCTTACCGCCCGGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGGATAATGTACTCTAAGGCTTTTCAAGGCTTGTTAAGATTTGCTAATGCTTTACCTTCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAGAATTATAGGCGTAAAACATCTGACACCAGGGTGTGGTACAGA
GTGTATTTGGATATGACAAGACTTTTAATTTCTGTAGCTCCCCCAGGAGCAGCAAACAAACTAAGACAGGCA
GCAGCAGGTATTACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTTCGGTTTGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGATATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATCTCTCACTTA
GCAGATGTAGTAGTTGGTAATGCTATTAGAGGTTTATGGCAGGCCAAGGAAACTGTTGGTGATATTGCTGAT



GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAGCCTTGCTTCTGCAGCCTAATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTAATTACTTCTCATACTAGAACTTCAATGTTAGCTGACAGGGGGGGTTACGTG
CCTGTGTATAAGCAAGGCAGTCATGTAGATTCTTCACAGCCTGTAATGGGTATGAAAACGCCTTACTCTTAT
ATTGATGTAAATGCTTTGTCTGCACATTTTACTCCTAGAGATTTTCAACAGTTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTCATTAAGGATGTTGCAACTAATCAAACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACTTTGCCAGGTCACTTACCAGGAGAAAACTATGTGTTACCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAAACAGAACTTTTT
TTTTTGGAGCACCATGATGCAGAGTGTTTGGGAACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACTTACCTTGGAGGAAATTATCAACTCCAAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGGCTGCTATTTGGAAACGTCCTGAGGGCATGGATGTT
GGCAGACTTCCCCTAAATTATGTGCCAGGACCAGCTTTGATGATGCCAACAGACACACAAATTAGAAATACA
ACTTTTAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCATTAGTTCAT
CAACCATGGTCTGTACGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCATAATTACTTAGGA
GGGGTAGCATATAATAGGAGAAAGCATGAGGAGTCTTATGATAAACATGAGGAGGACCGAGATGGCAGAGTA
ACTAATCCATCTAGAGTTGTGCAGATTGATGGTGATTTAGCAGCTCCCCATGTGGGTCATACATTCTTTGTT
CCTGGACACACTAGAGTCACTTCTGGTGGGACAGACACAGTGTATAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAACCCTTTATCATATGATTGTCAAATTTGGACAAAAATT
CCTAATACAGAGTGTCATTTCTTTGCTCAATATCCTCTTTTGGGAGGCTGGGGAGTACTTACCCCTCCACCA
ATGATATTTGTGAAGCTTAGATCACAACCAGGGCCACCTAGTCCAGGTGCCCACACCGTTCCTCAATCTAAC
TTAAATCAGTATGCCATTTTTCACTTGCATTATAGTATGCAATTTTTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCCTTCCCCACCACAGATTCAGGGCGTATGCCATTTACTCTTGGTAAT
AGCTTAAAAGACCCTAATACACCAGTGTATGAAGTGCCTTCAGATCAATGGATTGCGCGCAATTACTCACAT
TTGCTTTAA
>lcl|KU871314_1_cds_AOY07787_1_2/1-2745_lcl|KU871314.1_cds_AOY07787.1_2/1-2745_p
rotein=VP1_protein_id=AOY07787.1_location=2358..5102_gbkey=CDS/1-2745
ATGTCTGCTGCTGACGCTTACCGCCCGGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGGATAATGTACTCTAAGGCTTTTCAAGGCTTGTTAAGATTTGCTAATGCTTTACCTTCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAGAATTATAGGCGTAAAACATCTGACACCAGGGTGTGGTACAGA
GTGTATTTGGATATGACAAGACTTTTAATTTCTGTAGCTCCCCCAGGAGCAGCAAACAAACTAAGACAGGCA
GCAGCAGGTATTACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTTCGGTTTGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGATATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATCTCTCACTTA
GCAGATGTAGTAGTTGGTAATGCTATTAGAGGTTTATGGCAGGCCAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAGCCTTGCTTCTGCAGCCTAATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTAATTACTTCTCATACTAGAACTTCAATGTTAGCTGACAGGGGGGGTTACGTG
CCTGTGTATAAGCAAGGCAGTCATGTAGATTCTTCACAGCCTGTAATGGGTATGAAAACGCCTTACTCTTAT
ATTGATGTAAATGCTTTGTCTGCACATTTTACTCCTAGAGATTTTCAACAGTTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTCATTAAGGATGTTGCAACTAATCAAACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACTTTGCCAGGTCACTTACCAGGAGAAAACTATGTGTTACCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATTAGTGATCATAAAACAGAACTTTTT
TTTTTGGAGCACCATGATGCAGAGTGTTTGGGAACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACTTACCTTGGAGGAAATTATCAACTCCAAACCAAACATTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGGCTGCTATTTGGAAACGTCCTGAGGGCATGGATGTT



GGCAGACTTCCCCTAAATTATGTGCCAGGACCAGCTCTGATGATGCCAACAGACACACAAATTAGAAATACA
ACTTTTAGAGATCCTGTGGCTATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCATTAGTTCAT
CAACCATGGTCTGTACGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCATAATTACTTAGGA
GGGGTAGCATATAATAGGAGAAAGCATGAGGAGTCTTATGATAAACATGAGGAGGACCGAGATGGCAGAGTA
ACTAATCCATCTAGAGTTGTGCAGATTGATGGTGATTTAGCAGCTCCCCATGTGGGTCATACATTCTTTGTT
CCTGGACACACTAGAGTCACTTCTGGTGGGACAGACACAGTGTATAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAACCCTTTATCATATGATTGTCAAATTTGGACAAAAATT
CCTAATACAGAGTGTCATTTCTTTGCTCAATATCCTCTTTTGGGAGGCTGGGGAGTACTTACCCCTCCACCA
ATGATATTTGTGAAGCTTAGATCACAACCAGGGCCACCTAGTCCAGGTGCCCACACCGTTCCTCAATCTAAC
TTAAATCAGTATGCCATTTTTCACTTGCATTATAGTATGCAATTTTTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCCTTCCCCACCACAGATTCAGGGCGTATGCCATTTACTCTTGGTAAT
AGCTTAAAAGACCCTAATACACCTGTGTATGAAGTGCCTTCAGATCAATGGATTGCGCGCAATTACTCACAT
TTGCTTTAA
>lcl|JN798195_1_cds_AFD01581_1_2/1-2745_lcl|JN798195.1_cds_AFD01581.1_2/1-2745_p
rotein=VP1_protein_id=AFD01581.1_location=2120..4864_gbkey=CDS/1-2745
ATGTCTGCTGCTGACGCTTACCGCCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAAA
GCAATTCCTGTGGGACCGGAACCTTCAAGTCAAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGGATAATGTACTCTAAAGCTTTTCAAGGCTTGCTAAGATTTGCTAATGCTTTACCTTCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAGAATTATAGGCGTAAAACATCTGACACCAGGGTGTGGTACAGA
GTGTATTTGGATATGACAAGACTTTTAATTTCTGTAGCTCCCCCAGGAGCAGCAAACAAACTCAGACAGGCA
GCAGCAGGTATTACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTTCGGTTTGCAGCTGCT
GCTTTTGTACCTACTGTAGAAAACATTGATAGATTTTTTGAAGACTCGCTAACAAACTTTGCCAAAGAAGAC
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGATATTCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATCTCTCACTTA
GCAGATGTAGTAGTTGGTAATGCTATTAGAGGTTTATGGCAGGCCAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAGCCTTGCTTCTGCAGCCTAATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGAACT
AGTTTTTCTGATTCTGTAGTAATTACTTCTCATACTAGAACTTCAATGTTAGCTGACAGGGGGGGTTACGTG
CCTGTGTATAAGCAAGGCAGCCATGTAGATTCTTCACAGCCTGTAATGGGTATGAAAACGCCTTACTCTTAT
ATTGATGTAAATGCTTTGTCTGCACATTTTACTCCTAGAGATTTTCAACAGTTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATTTCTGCTATTGTCATTAAGGATGTTGCAACTAATCAAACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATTACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTAGGTCATAATCAAGATACTTTGCCAGGTCATTTACCAGGAGAAAACTATGTGTTACCTCAGTATGGATAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTAGCTATCAGTGATCATAAAACAGAACTGTTT
TTTTTGGAGCACCATGATGCAGAGTGTTTGGGAACAGGAGATCACTGGTCTCATCACTATGAGTTTCCAGAT
GACTTACCTTGGAGGAAATTATCAACTCCAAACCAAACACTGTATGCAAGACATAATCCAATTCCTTCTAGC
AGGTTAGCTATTATGACAGGTGTTGATAATGATGGGGCTGCTATTTGGAAACGTCCTGAGGGCATGGATGTT
GGCAGACTTCCCCTAAATTATGTGCCAGGACCAGCTCTGATGATGCCAACAGACACACAAATTAGAAATACA
ACTTTTAGAGATCCTGTGGCCATTGGAAATCCTGCTACAAGTGACAGGTATAGTGTAGCTCCATTAGTTCAT
CAACCATGGTCTGTACGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCATAACTACTTAGGA
GGGGTAGCATATACTAGGAGAAAGCATGAGGAGTCTTATGATAAACATGAGGAGGACCGAGATGGCAGAGTA
ACTAATCCATCTAGAGTTGTGCAGATTGATGGTGATTTAGCAGCTCCCCATGTGGGTCATACATTCTTTGTT
CCTGGACACACTAGAGTTACTTCTGGTGGGACAGACACAGTGTATAGCCCAAAATTATATCAGGAACCTGTG
TTTCCTTTGTTTCCTGGTGCTGTTTGGAACCCAAACCCTTTATCATATGATTGTCAAATTTGGACAAAAATT
CCTAATACAGAGTGTCATTTCTTTGCTCAATATCCTCTTTTGGGAGGCTGGGGAGTACTTACCCCTCCACCA
ATGATATTTGTGAAGCTTAGATCACAACCAGGGCCACCTAGTCCAGGTGCCCACACAGTTCCTCAATCTAAC
TTAAATCAGTATGCCATTTTTCACTTGCATTATAGTATGCAATTTTTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCCTTCCCCACCACAGATTCAGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTAAAAGACCCTAATACACCAGTGTATGAAGTGCCTTCAGATCAATGGATTGCGCGCAATTACTCACAT
TTGCTTTAA



>lcl|EU175855_1_cds_ABV71691_1_2/1-2745_lcl|EU175855.1_cds_ABV71691.1_2/1-2745_p
rotein=ORF2_protein_id=ABV71691.1_location=2279..5023_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCACTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCGAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAAATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTGTTAATCAGTTAGAAAACTATAGACGGAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACTGTTGAAAACATTGATAGATTTTTTGAAGACTCTCTAACCAATTTTGCCAAAGAAGAC
TTAGACACCTGGAAACAACTGCATGAGCAGTTTATCAAACTCTTTCATCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCATTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTAGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCTTCTGCAGTCTGATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTCTCTGATTCTGTAGTTATTACTTCTCACACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACCCCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCCTAACTATTGCAATATCTGCTATTGTAATCAAGGATGTTGCAACTAATCAGACAGGC
ACCACTGTCTCTGATTCTGCGAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGATACTTTACCAGGTCATTTACCAGGAGAAAATTATGTGTTGCCTCAGTATGGATAC
ATTACAAGAGGTAGAGAAATTGATCAACAGAACAGCATTGTGGCTATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAGCACCATGATGCAGAGTGTTTAGGAACAGGGGATCACTGGTCTCATCATTATGAATTTCCAGAT
GATCTACCTTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGC
AGGTTAGCTATTATGACAGGTGTTGACAATGATGGCACTGCCATTTGGAAACGTCCTGAAGGCATGGATGTT
GGCAGGCTTCCACTGAATTATGTTCCAGGACCAGCTCTAATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTTGCTATTGGAAACCCTGCTACAAGTGATAGGTATAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGTACAGAAGAATGGCTAGCAAACAAAACAGATTATTCTGTACATAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAACATGAAGAATCTTATGATAAACATGAAGAGGACCGTGACGGCAGAGTT
ACTAATCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCTGCTCCACATGTGGGCCATACATTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAATTGTATCAAGAACCTGTG
TTTCCATTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTATCATATGATTGTCAAATATGGACTAAAATT
CCTAATACAGAATGCCATTTTTTTGCTCAATATCCTCTTTTAGGAGGTTGGGGAGTTATGACTCCTCCACCA
ATGATATTTGTCAAGCTTAGATCACAGCCAGGACCTCCCAGTCCGGGAGCCCATACAGTTCCCCAATCTAAT
TTAAACCAGTATGCCATTTTTCATTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCTCGC
CGTCATAACCCCGAGAAACCTGCTCCATTTCCCACAACAGATTCTGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTAAAAGACCCAAACACGCCAGTGTATGAAGTTCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAT
TTGCTTTAA
>lcl|EU546205_1_cds_ACD71471_1_2/1-2745_lcl|EU546205.1_cds_ACD71471.1_2/1-2745_p
rotein=ORF2_protein_id=ACD71471.1_location=2329..5073_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTATTAATCAGTTAGAACACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACTGTTGAAAACATTGATAGATTTTTTGAAGACTCACTAACAAACTTTGCCAAAGAAGAT
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT



GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTGGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCTTCTGCAATCTGATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGACTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTTTCTGATTCTGTAGTTATTACTTCCCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAGCAATTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATCTCTGCTATTGTAATTAAGGATGTTGCAACTAATCAGACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGACACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAGCACCATGATGCAGAGTGCTTAGGAACAGGAGATCACTGGTCTCATCATTATGAGTTTCCAGAT
GATCTACCCTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGT
AGGTTAGCTATTATGACAGGTGTTGACAATGATGGGACTGCCATTTGGAAACGTCCTGAAGGCCTGGATGTT
GGCAGACTTCCACTGAATTATGTTCCAGGACCAGCTTTAATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTAGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCACAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAGCATGAAGAATCTTATGACAAACATGAAGAGGACCGTGATGGCAGAGTT
ACTAACCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCAGCCCCACATGTGGGCCATACTTTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAGTTGTACCAGGAACCTGTG
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTGTCATATGATTGTCAAATTTGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATACCCTCTTTTAGGAGGTTGGGGAGTTCTTACTCCTCCACCA
ATGATATTTGTCAAGCTTAGATCACAACCAGGACCTCCCAGTCCAGGAGCCCATACAGTTCCCCAGTCTAAC
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCGCGC
CGTCATAACCCGGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTAAAAGACCCAAACACCCCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAT
TTGCTGTAA
>lcl|EU546206_1_cds_ACD71473_1_2/1-2745_lcl|EU546206.1_cds_ACD71473.1_2/1-2745_p
rotein=ORF2_protein_id=ACD71473.1_location=2329..5073_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTGCTGAATTAAGT
CCTGTAAAACAGCTTATTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAACTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACTGTTGAAAACATTGATAGATTTTTTGAAGACTCACTAACAAACTTTGCCAAAGAAGAT
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGGCAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTGGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCTTCTGCAGTCTGATACC
CATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGACTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGTTTTTCTGATTCTGTAGTTATTACTTCCCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATATAGATTCTTCGCAGCCTGTAATGGGAATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAGCAGTTACTAGATGAATATGATGAA
ATCAAGCCTAAAAGCTTAACTATTGCAATCTCTGCTATTGTAATTAAGGATGTTGCAACTAATCAGACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGACACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTATGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAGCACCATGATGCTGAGTGCTTAGGAACAGGAGATCACTGGTCTCATCATTATGAGTTTCCAGAT



GATCTACCCTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGT
AGGTTAGCTATTATGACAGGTGTTGACAATGATGGGACTGCCATTTGGAAACGTCCTGAAGGCCTGGATGTT
GGCAGACTTCCACTGAATTATGTTCCAGGACCAGCTTTAATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTAGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCACAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAGCATGAAGAATCTTATGACAAACATGAAGAGGACCGTGATGGCAGAGTT
ACTAACCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCAGCCCCACATGTGGGCCATACTTTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAGTTGTACCAGGAACCTGTG
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTGTCATATGATTGTCAAATTTGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATACCCTCTTTTAGGAGGTTGGGGAGTTCTTACTCCTCCACCA
ATGATATTTGTCAAGCTTAGATCACAACCAGGACCTCCCAGTCCAGGAGCCCATACAGTTCCCCAGTCTAAC
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCGCGC
CGTCATAACCCGGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT
AGCTTAAAAGACCCAAACACCCCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAT
TTGCTGTAA
>lcl|EU546207_1_cds_ACD71475_1_2/1-2745_lcl|EU546207.1_cds_ACD71475.1_2/1-2745_p
rotein=ORF2_protein_id=ACD71475.1_location=2330..5074_gbkey=CDS/1-2745
ATGTCTGCTGCTGATGCTTATCGTCCAGGTGGCAAGCTGCCTCTAGATGAGCTAATGCAAAGAATGAATAGA
GCAATTCCTGTTGGACCGGAACCTTCAAGTCCAGCCAACCGCGGAGGGGGGCCATATCAAACTCATTTTGCT
ATAGGAATCATGTATTCAAAGGCTTTCCAAGGCTTGCTTAGATTTGCTAATGCTTTACCTGCTGAATTGAGT
CCTGTAAAACAGCTTATTAATCAGTTAGAAAACTATAGACGAAAAACATCTGATACCCGTGTTTGGTACAGA
GTGTATTTAGATATGACAAGACTTCTAATTTCTGTAGCTCCACCAGGAGCTGCAAACAAACTCAGACAGGCA
GCAGCAGGTATAAGTCACTCAAAAGCACCAAATGCTGAAAGTCTGCGAGGCATTGTGCGATTTGCAGCTGCT
GCTTTTGTACCTACTGTTGAAAACATTGATAGATTTTTTGAAGACTCACTAACAAACTTTGCCAAAGAAGAT
TTAGACACCTGGCAACAACTCCATGAGCAGTTTATCAAACTCTTTCACCCTCCAGATGTCGGAGTCCACCTT
GTTAGTGACAGCCGCGATGAAGGAGCTGATTCCCTTGTTGAACCAGACCTTGAGCGGCCTGCCGGAGGCGGG
CTTACTCTCCCCGGGTATAATTATGTTGGTCCTGGTAATCCTCTGGATAGTGGTCCCCCTCAGGGACCAGTG
GATGAGACAGCAAAACATCATGATGAACGGTACGCAGAGATGATTGAGCATGGGGACATCCCTTATTTACAT
GGTCACGGCGCTGACAGATTAATGAACAAAGAGTTAGAAGAAAAAGAGCGCCGGGGGGACATTACTCACTTG
GCAGATGTAGTGGTTGGCAATGCTATTAGAGGTTTATGGCAGGCTAAGGAAACTGTTGGTGATATTGCTGAT
GTTCAACTTTCTCAGGTCCTACCGCCCGCTCCTCCTTCTTCGGACCAACAACCGGCTTATTCCGCAGGAGAG
CCCTCAGCCAAGAAGGCGCGGATTGGTACCCCTGAGGAGTCTGAACCAACCTTGCTTCTGCAGTCTAATACC
GATACAATGTCCGTGGAACCAGCTGGAGGAGGAGGTGGAGTTAAAGTTAAAGCTCAGTGGATAGGTGGGACT
AGCTTTTCTGATTCTGTAGTTATTACTTCCCATACTAGAACTTCTATGTTAGCTGATAGAGGAGGTTATGTG
CCTGTGTATAAGCAAGGTAGTCATGTAGATTCTTCGCAGCCTGTAATGGGAATGAAAACACCTTATTCTTAC
ATTGATGTTAATGCTTTATCAGCTCATTTTACTCCCAGAGATTTTCAACAATTACTAGATGAATATGATGAA
ATCAAGCCGAAAAGCTTAACTATTGCAATCTCTGCTATTGTAATTAAGGATGTTGCAACTAATCAGACAGGT
ACCACTGTCTCTGATTCTGCAAGTGGTGGCATAACTGTATTTGCTGATGATAGCTATGACTATCCATATGTA
TTGGGTCATAATCAAGACACTTTACCAGGTCATTTACCAGGGGAAAATTATGTGTTGCCTCAGTACGGGTAC
ATTACAAGAGGCAGAGAAATTGATCAACAGAACAGCATTGTGGCTATCAGTGATCATAAAACAGAACTATTT
TTTCTAGAGCACCATGATGCAGAGTGCTTAGGAACAGGAGATCACTGGTCTCATCATTATGAGTTTCCAGAT
GATCTACCCTGGAGAAAGCTATCAACTCCAAACCAAACTTTGTATGCAAGACATAATCCAATTCCTTCCAGT
AGGTTAGCCATTATGACAGGTGTTGACAATGATGGGACTGCCATTTGGAAACGTCCTGAAGGCCTGGATGTT
GGCAGACTTCCACTGAATTATGTTCCAGGACCAGCTTTAATGATGCCAACAGACACACAAATTAGAAACACA
ACTTTTAGGGATCCTGTAGCTATTGGAAATCCTGCTACAAGTGATAGGTATAGTGTAGCTCCATTAGTTCAT
CAGCCATGGTCTGTTCGTACAGAAGAATGGTTAGCAAACAAAACAGATTATGCTGTTCACAATTACTTGGGA
GGGGTTGCATACACTAGAAGAAAGCATGAAGAATCTTATGACAAACATGAAGAGGACCGTGATGGCAGAGTT
ACTAACCCATCTAGAGTTGTTCAGATAGATGGTGACTTGGCAGCCCCACATGTGGGCCATACTTTCTTTGTT
CCTGGACATACTAGAGTGACATCTGGTGGTACTGATACAGTGTACAGCCCAAAGTTGTACCAGGAACCCGTG
TTTCCCTTGTTTCCTGGTGCTGTTTGGAACCCAAATCCTTTGTCATATGATTGTCAAATTTGGACTAAAATT
CCTAATACAGAATGTCATTTTTTTGCTCAATACCCTCTTTTAGGAGGTTGGGGAGTTTTTACTCCTCCACCA
ATGATATTTGTCAAGCTTAGATCACAACCAGGACCTCCCAGTCCAGGAGCCCATACAGTTCCCCAGTCTAAC
TTAAACCAGTATGCCATTTTTCACTTGCACTATAGCATGCAGTTTCTAGTTAAGCGCCGCAAGCGATCGCGC
CGTCATAACCCGGAGAAACCTGCTCCATTTCCCACAACAGATTCCGGGCGTATGCCATTTACTCTTGCTAAT



AGCTTAAAAGACCCAAACACCCCAGTGTATGAAGTGCCTTCTGATCAATGGATTGCGCGTAATTACTCGCAT
TTGCTGTAA



S3 Alignment. Codon alignment of all bPARV3 VP1 coding sequences

>Bovine_parvovirus_3|NC_037053/1-2844
ATGGCGTTCAACCCTCTGACTATGTCCTCTCGCTTGCTAGTACCTGTCACGCCTGTAAGCAAATTAGACCTG
CTCAAAAAAAAGTGGTTTGCTTTTCCGGATGTATCGAAAATTTTACTCGAGGCATTGTCGCATTCTGGGTTT
GGGGATCCTAAAAAATGGAAAGAGGCCGATGCTGATATCATTGAGGCTTTGCTTGATGAAGCGCTGCGCTTA
GGGCCAAGACTAGAAAAGCCAGCCTGGTTTTATGATTTGCAAAGAGCTATTGGGTTGGCCAGGTTTTCTGCT
TCCTTGGAGCAGACCGTGTTTCTTAATGAAATGCTAATAAAGCTTACGCGTGGTCCTGTTGTACCGAAATAC
CCAGAGCCAGATATCGTCATTCGGGACCCTGCCCCTTTGACTCCAGAGGTCGAGGCTCCAACCTCTACCCCC
GAAAACTCCCCAGATCAGTCTTCAGTTGCATCAGACCCAGTAGAAATGGAAGAGGGTTCCTCTACTCCTATT
CCGGACCCAGTGCCCCAGTCGGAAGATATGGAGACAGAAGAGACAACCATTCCCGATCAACCCCCCCCTCCT
TCTCCCCAAATAGTAGACGAGGTAGAGGATATGGCGATGGGAGTAGAAGACCTTTCTATTGTAGAAGATGCC
TCCGAGCAACACCAGTCACCTGCAGGGGAGCCTACCCCAGATATCACATCTTCTGTCGGAAACAGAGATGAT
GAATCTAGAGAAGAGTCTAGAGAGGCTGATTTACAAGATCTGTCTGCTGGCCTGGGAGCTGCCGGGGGTAGC
GCTATTGCTGCTCTTGGTAGTGGGCTTATTCCTGCGGCGACGGTGGCCACAGCATATCCTCGGCCTGATCAG
TTCTTGCGGGACTACTTGGCCCGGTATGATCAAATGTATCCTAGTGGGTCCCGGTATCCCCCACGATGGGAG
CAGTTAAAGTCCTTGTATGACAAGGGGATGACAGTTAAGGAGGTCTGGGACCTTCTCAACAAAAATTCCAAT
AACTCTAACTTACAGGCAAAGGATACCGACAAAAAACAGACGGCCCCGTCCTCGTCCAGTGCCCCTCAAGAG
AGTGCAGCGGCCATGGCTTCGGGAGATAAGTCGGGCGTAAACCCTAGCGGTGGGAGTGCCCCTTTATCGGCC
ACTGTATGGGCCTCCGGAGCTCAGTTCGAGGCTGATCACGTGATCACCCACATGAGCCGCACCGTCTTCATC
CCTTTTCAGCAAGCACACCGCTATGAGCCTATAGTTTGGCGCGGGAGACGCACCGCAGACGGCTGGCTGTCA
TTTTGGCCTGATCACCCTGTCATCGGCTATAAAACCCCATGGTTCTACTTGGACGTCAACGCCATCAATCGC
CATTTTTCTCCTGGCGAATGGCAAGAGGTACTCGAAAGATATGGTAGCATTGTACCAGAGAGCATGGAAATA
ATACTGTCCGATTTCTGTATTAAAGATGTGAGTGTGGTGGACGGAAAGACCACAGTGACTGACAGCAGCACG
GGCGGGGTGTGCGTGTTTGTAGATGACGGCTACAAATTTCCCTATGTGCTAGGTCATAGTCAAAACACTTTA
CCCGGCCCATTACCCACAGATATATATTCTCCGCCTCAGTACGCCTACCTTACTACAGGAAAAAAAACTAAG
GTAGCCGCATATGCCTCTGGAGAAGGCCCAATGCCCATGGATTCCATTGCAATCCCCTCTCAAGAAACTGCC
TTTTATGTCTTAGAAAACTCCTTTTACACCATTCAACGTGCCGGGGGGGGATTTGCCCACTCTTATAACTTC
CCCTCCTTAAAGCCAATTTCCTTAGAAGGCTTTTCTCAACACTGGATGCTTATGGACAACCCTCTATATCCC
TCCCGTCTGTGGGTGCCTGAAAAAGTGGGGGGCGCTTCTAAATGGGGAGCAGTGAAAAACGACGATTACGGG
AAAAAACCATTAAATTGGATGCCTGGTCCCAACATTCCCTCTCACACCATAGAGCAGAGTGATCAGGCTGGA
CAGAGGGTTGAATTGGATCGAGACGTCGAAGGTCAAAAAGTGTGGACTGGCACCTCCTTTGGCAGCCGTCCA
GAAAATAGATGGTCTATGCGGCCGCTGGGCGTTAATCAGCCCTATGCATATGATGCTTATGAAGATGAAACA
GACAAAATAGTGACAGTGGATGCCATTGGCTACGGAACCGCTAAGGCCTCAGCGGCTTTAGGCCAAGATACA
GGGGAAGTTCCAGAAAATGCATCCGTGGGTCGCGTCCCGGATGACACTGAATGTAATAAACAAGGGGGCGGG
GGAAATCACCTATTTCAAGTTAAGTCTTTGGCCCATAATAACTTTACAGAGCAAATGAAAAACCAAACAGTA
CCCCTGATGCCTGGCAGCGTTTGGCAGAATCGTGCTCTGCACTATGAGTCGCAAATTTGGGCTAAAATTCCA
AATGTAGATGGTGAGTTTATGTGTGAGCGACCAGCATTGGGTGGATGGGGGATGCACGACCCTCCGCCTCAA
ATATTCATGAAAATGCAACCTGTCCCAGCTCCCAAGTCATTAAATTCCACTACAGAGGCAGGGTTTCCCTCG
GAGCATTATCTGCACCAGTATGCGTACTGTGTCATGACGGTCCGCATGCGGTGGAAGACAACAACCCGCACA
GGGCCCACTCGTTGGAACCCTCAACCTACCTTCGGACCCCCAGAGGCTACAGACCACATTCCCTACATTCTT
TATGACCGACTCTCAACCATACATAAAACACGAGGGCAGTTCACTAATGCTTATTATGAAGAGCCAGAGAGT
GTATGGACCGCTCGGGGACGGGTGCGTCACCTGTGA
>AF406967_1/1-2844
ATGGCGTTCAACCCCCTGACTATGTCCTCTCGCTTGCTGATACCTGTCACGCCTGTAAGCAAATTAGACCTA
CTCAAAAAAAAGTGGTTTGCTTTTCCGGATGTATCTAAAATTTTACTTGAAGCATTGTCACATTCGGGGTTT
GGGGACCCAAAGAAATGGAAGGAAGCCGATGCTGATATTATTGAAGCTTTGCTTGATGAGGCCTTGCGCCTA
GGGCCAAGATTAGAGAAACCAAGTTGGTTTTATGACTTGCAAAGAGCTATTGGACTGGCTAGATTTTCAGCT
TCTCTAGAACAAACCGTGTTTCTTAATGAAATGCTAATAAAGCTTACGCGTGGTCCTGTTGTGCCGAAATAT
CCAGAGCCAGATATCGTTATTCGGGACCCTGCCCCTGTAAGCCAAGATGTCGAAGCCCCGGCCTCTACTCCC
GAAAATTCCTCAGATGAGTCTTCTACTGTCTCCAACCCAGTAGAAATGGAAGAAGATCCCCCTAATCCTATT
CCTGTCCCAACACCCCAATCAGAAGACATGGAAACAGAAGAAGTAGCCATTCCCAATCAGCCCCCCCTTCCC
TCTCCCCCAATAGTAGATGAGGTAGAGGACATGACAGTGGGAGTAGAAGACCTTTCTATTGTAGAAGATGCC
TCCGAGCAACACCAGTCATCTGCAGGGGAGCCTGCCCCAGATATCACATCTTCTGTCGGAAACAGAGATGAT



GAATCTAGAGAAGAGTCTAGAGAGGCTGATTTACAAGATCTGTCTGCTGGCCTGGGAGCTGCCGGGGGTAGC
GCTATTGCTGCTCTTGGTAGTGGGCTTATTCCTGCGGCGACGGTGGCCACAGCATATCCTCGGCCTGATCAG
TTCTTGCGGGACTACTTGGCCCGGTATGATCAAATGTATCCTAGTGGGTCCCGGTATCCCCCACGATGGGAA
CAGTTAAAATCCTTGTATGACAAGGGGATGACAGTTAAGGAGGTCTGGGACCTTCTCAACAAAAATTCCAAT
AACTCTAACTTACAGGCAAAGGATACCGACAAAAAGCAGACGGCCCCGTCCTCGCCCAGTGCTCCTCAAGAG
AGTGCAGCGGCCATGGCTTCGGGAGATAAGTCGGGCGTGAACCCTAGCGGTGGGAGTGCCCCTTTATCGGCC
ACTGTATGGGCCTCTGGAGCTCAATTCGAGGCTGATCATGTGATCACTCACATGAGCCGCACCGTCTTCATC
CCCTTTCAGCAAGCACACCGCTATGAGCCTATAGTTTGGCGCGGGAGACGCACCGCAGACGGCTGGCTGTCA
TTTTGGCCTGATCACCCTGTCATCGGCTATAAAACCCCATGGTTCTACCTGGACGTCAACGCCATCAATCGC
CATTTTTCTCCTGGCGAGTGGCAAGAGGTACTAGAAAGATATGGTAGCATTGTACCAGAGAGCATGGAAATA
ATACTGTCCGATTTCTGTATTAAAGATGTGAGTGTAGTGGACGGAAAGACCACAGTAACTGACAGCAGCACG
GGCGGAGTGTGTGTGTTTGTAGATGACGGCTACAAATTTCCATATGTACTAGGTCACAGTCAAAATACATTG
CCCGGCCCATTACCCACAGATATATATTCCCCGCCTCAGTACGCTTACCTTACTACAGGGAAAAAAACCAAG
GTAGCCGCATATGCCTCTGGAGAAGGTCCAATGCCCATGGATTCTATTGCAATCCCCTCTCAGGAAACTGCT
TTCTATGTTTTAGAAAACTCCTTTTACACCATTCAGCGTGCCGGAGGGGGATTCGCCCACTCTTATAACTTC
CCCTCTTTAAAGCCAATTTCCTTAGAAGGATTTTCTCAACACTGGATGCTCATGGACAACCCTTTATATCCA
TCCCGCCTGTGGGTGCCTGAAAAAGTGGGGGGCGCTTCTAAATGGGGGGCAGTGAAAAATGATGATTACGGG
AAAAAGCCCTTAAATTGGATGCCTGGTCCCAACATTCCCTCCCACACTATAGAGCAGAGTGATCAAGCTGGA
CAGAGGGTTGAATTGGATCGAGATGTCGAAGGTCAAAAAGTGTGGACTGGCACTTCCTTCGGCAGCCGTCCA
GAAAATAGATGGTCTATGCGGCCACTGGGTGTTAATCAGCCTTATGCATATGATGCTTATGAAGATGAAACA
GATAAAATAGTGACAGTGGATGCCATTGGGTACGGAACCGCTAAGGCATCAGCGGCTCTAGGCCAAGATACA
GGGGAAGTTCCAGAAAATGCATCCGTGGGTCGCGTCCCAGATGACACTGAATGTAATAAACAAGGGGGCGGA
GGAAATCACCTGTTTCAAGTTAAGTCTTTGGCCCACAATAATTTTACAGAGCAAATGAAAAACCAAACAGTG
CCCTTGATGCCCGGCAGCGTTTGGCAGAATCGCGCTCTGCATTATGAGTCGCAAATATGGGCTAAAATTCCA
AATGTAGATGGTGAGTTTATGTGTGAGCGACCAGCATTGGGTGGATGGGGAATGCACGACCCTCCACCTCAA
ATATTTATGAAAATGCAACCTGTCCCAGCTCCCAAGTCATTAAATTCCACCACAGAGGCAGGGTTTCCCTCA
GAGCATTACCTGCACCAGTATGCGTACTGTGTCATGACTGTCCGCATGCGTTGGAAAACAACAACCCGCACA
GGGCCCACTCGTTGGAACCCTCAACCTACCTTCGGACCCCCAGAGGCTACAGACCACATACCCTACATTCTG
TATGACCGACTGTCAACCATACACAAAACACGAGGGCAGTTCACTAATGCTTACTATGAAGAGCCAGAGAGT
GTGTGGACCGCTCGGGGACGGGTGCGTCACCTGTGA
>MG745680/1-2844
ATGGCGTTCAACCCCCTGACTATGTCCTCTCGCTTGCTGATACCTGTCACGCCTGTAAGCAAATTAGACCTG
CTCAAAAAAAAATGGTTTGCTTTTCCGGATGTATCTAAGATTTTACTTGAAGCATTGTCACATTCGGGGTTT
GGGGACCCAAAAAAATGGAAAGAAGCCGATGCCGATATTATTGAAGCTTTGCTTGATGAGGCCTTACGCTTA
GGGCCAAGATTAGAGAAACCAAGTTGGTTTTATGACTTGCAAAGAGCTATTGGGCTAGCTAGGTTTTCAGCT
TCTTTAGAACAGACCGTGTTTCTGAATGAAATGCTAATAAAGCTTACACGTGGTCCTGTTGTGCCGAAATAT
CCAGAGCCAGATATCGTTATTCGGGACCCTGCCCCTGTAAGCCAAGATGTTGAAGCCCCGGCCTCTACTCCC
GAAAATTCCCCAGATGAGTCTTCTACTGTCTCAAACCCAGTAGAAATGGAAGAAGATCCCCCCAATCCTATT
CCTACCCCTACACCCCAATCGGAAGACATGGAAACAGAAGAGACAGCCATTCCCAATCAGCCCCCCCTTCCC
TCTCCCCCAATAGTGGATGAGGTAGAGGACATGACAGTGGGAGTAGAAGACCTTTCTATTGTAGAAGATGCC
TCCGAGCAACACCAGTCATCTGCAGGGGAGCCTGCCCCAGATATCACATCTTCTGTCGGAAACAGAGATGAT
GAATCTAGAGAAGAGTCTAGAGAGGCTGATTTACAAGATCTGTCTGCTGGCCTGGGAGCTGCCGGGGGTAGC
GCTATTGCTGCTCTTGGTAGTGGGCTTATTCCTGCGGCGACGGTGGCCACAGCATATCCTCGGCCTGATCAG
TTCTTGCGGGACTACTTGGCCCGGTATGATCAAATGTATCCTAGTGGGTCCCGGTATCCCCCACGATGGGAG
CAGTTAAAATCCTTGTATGACAAGGGGATGACAGTTAAGGAGGTCTGGGACCTTCTCAACAAAAATTCCAAT
AACTCTAACTTACAGGCAAAGGATACCGACAAAAAGCAGACGGCCCCGTCCTCGCCCAGTGCTCCTCAAGAG
AGTGCAGCGGCCATGGCTTCGGGAGATAAGTCGGGCGTGAACCCTAGCGGTGGGAGTGCCCCTTTATCGGCC
ACTGTATGGGCCTCTGGAGCTCAATTCGAGGCTGATCATGTGATCACCCACATGAGCCGCACCGTCTTCATC
CCTTTTCAGCAAGCACACCGCTATGAACCTATAGTTTGGCGCGGGAGACGCACCGCAGACGGCTGGCTGTCA
TTTTGGCCTGATCACCCTGTCATCGGCTATAAAACCCCATGGTTCTACCTGGACGTCAACGCCATCAATCGC
CACTTTTCTCCTGGCGAATGGCAAGAGGTACTAGAAAGATATGGTAGCATTGTTCCAGAGAGCATGGAAATA
ATACTGTCCGATTTTTGTATTAAAGATGTGAGTGTGGTGGACGGAAAGACCACAGTAACTGACAGCAGCACG
GGCGGAGTGTGTGTGTTTGTAGATGACGGCTACAAATTTCCATATGTACTAGGTCATAGCCAAAACACATTG
CCCGGCCCATTACCTACAGATATATATTCCCCGCCTCAGTACGCCTACCTTACTACAGGGAAAAAAACCAAG



GTAGCCGCATATGCCTCTGGAGAAGGTCCAATGCCCATGGATTCTATTGCAATCCCCTCTCAGGAAACTGCT
TTTTATGTTTTAGAAAATTCCTTTTACACCATTCAACGTGCCGGAGGGGGATTTGCCCACTCTTATAACTTC
CCCTCCTTAAAGCCAATTTCCTTAGAAGGGTTTTCTCAACACTGGATGCTCATGGACAACCCTTTATATCCA
TCCCGTCTGTGGGTGCCTGAAAAGGTGGGAGGCGCTTCTAAATGGGGGGCAGTGAAAAATGATGATTACGGG
AAAAAGCCCCTAAACTGGATGCCTGGTCCCAACATTCCCTCCCACACTATAGAGCAAAGTGATCAGGCTGGA
CAGAGGGTTGAATTGGACCGAGACGTCGAAGGTCAAAAAGTGTGGACTGGCACTTCCTTTGGCAGCCGCCCA
GAAAATAGATGGTCTATGCGGCCACTGGGCGTTAATCAGCCCTATGCATATGATGCTTATGAAGATGAAACA
GATAAAATAGTGACAGTGGATGCCATTGGGTACGGAACCGCTAAGGCATCCGCGGCTCTAGGGCAAGATACA
GGGGAAGTTCCAGAAAATGCATCCGTGGGTCGCGTCCCAGATGACACTGAATGTAATAAACAGGGAGGCGGA
GGAAATCACCTCTTTCAAGTTAAGTCTTTGGCCCATAATAATTTTACAGAGCAAATGAAAAATCAAACTGTG
CCTCTGATGCCTGGCAGCGTGTGGCAGAACCGCGCCTTGCACTATGAGTCGCAAATTTGGGCTAAAATTCCA
AATGTGGATGGCGAGTTTATGTGTGAGCGACCAGCATTGGGTGGATGGGGGATGCATGACCCTCCACCTCAA
ATATTTATGAAAATGCAACCCGTCCCAGCTCCCAAGTCATTAAATTCCACCACAGAGGCAGGGTTTCCCTCG
GAGCATTACTTGCACCAGTATGCGTACTGTGTCATGACTGTCCGCATGCGTTGGAAAACAACAACCCGTACA
GGGCCMACTCGTTGGAACCCTCAACCTACCTTCGGACCCCCAGAGGCTACAGACCACATACCCTACATTCTG
TATGACCGACTGTCAACCATACATAAAACACGAGGGCAGTTCACTAATGCTTATTATGAAGAGCCAGAGAGT
GTTTGGACCGCTCGGGGACGGGTGCGTCACCTGTGA
>MG026728/1-2844
ATGGCGTTCAATCCCCTGACTATGTCCTCTCGCTTGCTAGTACCTGTCACGCCTGTAAGCAAATTAGACCTG
CTCAAAAAAAAGTGGTTTGCTTTTCCGGATGTATCGAAAATTTTACTCGAGGCATTGTCGCATTCTGGGTTT
GGGGACCCTAAAAAATGGAAAGAGGCCGATGCTGATATCATTGAGGCTTTGCTTGATGAAGCGCTGCGCTTA
GGGCCAAGACTAGAGAAGCCAGCGTGGTTTTATGATTTGCAAAGAGCTATTGGGTTGGCCAGGTTTTCTGCT
TCCCTGGAGCAGACCGTGTTTCTTAATGAAATGCTAATAAAGCTTACGCGTGGTCCTGTTGTACCGAAATAC
CCCGAGCCAAAAATCGTCATTCGGGACCCTGCCCCTTTGACTCCAGATGTTGAGGCTCCAACCTCTACCCCC
GAAAACTCCCCAGATCAGTCTTCAGTTGCATCAGACCCAGTAGAAATGGAAGAGGGTTCCTTTAATCCTATC
CCGGACCCAGTACCCCAGTCGGAAGATATGGAGACAGAAGAAACAACCATTCCCGATCAGCCCCCCCCCCTC
TCTCCCCAAATAGTAGACGAGGTAGAGGATATGGCGATGGGAGTAGAAGACCTTTCTATTGTAGAAGATGCC
TCCGAGCAACACCAGTCACCTGCAGGGGAGCCTACCCCAGATATCACATCTTCTGTCGGAAACAGAGATGAT
GAATCTAGAGAAGAGTCTAGAGAGGCTGATTTACAAGATCTGTCTGCTGGCCTGGGAGCTGCCGGGGGTAGC
GCTATTGCTGCTCTTGGTGGTGGGCTTATTCCTGCGGCGACGGTGGCCACAGCATATCCTCGGCCTGATCAG
TTCTTGCGGGACTACTTGGCCCGGTATGATCAAATGTATCCTAGTGGGTCCCGGTATCCCCCACGATGGGAG
CAGTTAAAGTCCTTGTATGACAAGGGAATGACAGTTAAGGAGGTCTGGGACCTTCTCAACAAAAATTCCAAT
AACTCTAACTTACAGGCAAAGGATACCGACAAAAACCAGACGGCCCCGTCCTCGCCCAGTGCCCCTCAAGAG
AGTGCAGCGGCCATGGCTTCGGGAGATAAGTCGGGCGTAAACCCTAGCGGTGGGAGTGCCCCTTTATCGGCC
ACTGTATGGGCCTCCGGAGCTCAATTCGAGGCTGATCATGTGATCACCCACATGAGCCGCACCGTCTTCATC
CCTTTTCAGCAAGCACACCGCTATGAGCCTATAGTTTGGCGCGGGAGACGCACCGCAGACGGCTGGCTATCA
TTTTGGCCTGACCACCCTGTCATCGGCTATAAAACCCCATGGTTCTACCTGGACGTCAACGCCATCAATCGC
CATTTTTCTCCTGGCGAATGGCAAGAGGTACTCGAAAGATATGGTAGCATTGTGCCAGAGAGCATGGAAATA
ATACTGTCCGATTTCTGTATTAAAGATGTGAGTGTGGTGGACGGAAAGACCACAGTGACTGACAGCAGCACG
GGCGGGGTGTGCGTGTTTGTAGATGACGGCTACAAATTTCCATATGTGCTAGGTCATAGTCAAAACACTTTG
CCCGGCCCATTACCCACAGATATATATTCCCCACCTCAGTACGCTTACCTTACTACAGGGAAAAAAACTAAG
GTAGCCGCATATGCCTCTGGAGAAGGTCCAATGCCCATGGATTCCATTGCAATCCCCTCTCAAGAAACTGCC
TTTTATGTTTTAGAAAACTCCTTTTACACCATTCAACGTGCCGGAGGGGGATTTGCCCACTCCTATAACTTC
CCCTCCTTAAAGCCAATTTCCTTAGAAGGCTTTTCTCAACACTGGATGCTCATGGACAACCCTTTATATCCC
TCCCGTCTGTGGGTGCCTGAAAAAGTGGGGGGCGCTTCTAAGTGGGGGGCAGTGAAAAACGATGATTACGGG
AAAAAGCCATTAAATTGGATGCCTGGTCCCAACATTCCCTCCCACACTATAGAGCAGAGTGATCAGGCTGGA
CAGAGGGTTGAATTGGATCGAGACGTCGAAGGTCAAAAAGTGTGGACTGGCACGTCCTTTGGCAGCCGTCCA
GAAAATAGATGGTCCATGCGGCCACTGGGCGTCAATCAGCCCTATGCATATGATGCTTATGAAGATGAAACA
GATAAAATAGTGACAGTGGACGCCATTGGCTACGGAACCGCTAAGGCCTCCGCGGCTCTAGGCCAAGATACA
GGTGAAGTTCCAGAAAATGCATCCGTGGGTCGCGTCCCGGATGACACTGAATGTAATAAACAAGGCGGCGGG
GGAAATCACCTATTTCAAGTTAAGTCTTTGGCCCATAATAACTTTACAGAGCAAATGAAGAACCAAACAGTG
CCCCTGATGCCCGGCAGCGTTTGGCAGAATCGCGCTCTGCACTATGAGTCGCAAATTTGGGCTAAAATTCCA
AATGTAGATGGGGAGTTTATGTGTGAGCGGCCAGCATTGGGTGGGTGGGGCATGCACGACCCTCCGCCTCAA
ATATTTATGAAAATGCAACCTGTCCCAGCTCCCAAGTCATTAAATTCTACCACAGAGGCAGGGTTTCCCTCG



GAGCATTACCTGCACCAGTATGCGTACTGTGTCATGACTGTCCGCATGCGTTGGAAGACAACAACCCGCACA
GGGCCCACTCGTTGGAACCCTCAACCTACCTTCGGACCCCCAGAGGCTACAGACCACATTCCCTACATTCTG
TATGACCGCCTGTCAACCATACATAAAACACGAGGGCAGTTCACTAATGCTTATTATGAAGAGCCAGAGAGT
GTATGGACCGCTCGGGGACGGGTGCGTCACCTGTGA



S4 Alignment. Codon alignment of all pPARV2 VP1 coding sequences

>PorcineParvovirus2|NC_035180_1/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACGGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAACGATGCCACTAGGGCCTTCTTTGGACTG
CAGCGGTTCGCTGACACGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATAACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGCCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCACAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCTGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGATGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGATACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATCTCAGTAGAAAACGTCGTAATCAAAGACGTACATCAG
ACGAACAACGAGACCAACGTGCATGACTCGGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCAAACGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGAGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATTCAAGTAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGATGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTAACAGCAGAGAGGGAAGGCCTCGGAGAACGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
CTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGTCCCCTGTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTAGATCCTCCGCCCCAAGTGTTTTTT
CGCATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACCATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAAACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGTGCTCACCGTGTA
TAA---------------
>lcl|KC701300_1_cds_AGM20588_1_1/1-3099_lcl|KC701300.1_cds_AGM20588.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20588.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAAGCTCTCTTACAGCTTTACAAGTTTTTTAGCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA



GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGTTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAACCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGGCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAAACGCGAATGGTTATATTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTGGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCAAACGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTTTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATTCAAGTAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCATGTCTTCCA
GTGTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGACTCT
TTTTATGAAAGATTTGATGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAACGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGTCCCCTCTGTTACGAAGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTAGATCCTCCGCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCGTTACCTGTAGAGGCGTTTCGCACAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KP245946_1_cds_AJT39533_1_1/1-3099_lcl|KP245946.1_cds_AJT39533.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39533.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTAAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA



GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAAAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTCGAAAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCGGGTACAGGTGGCATCATGATTTTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACCACCAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTA
CGTCATAACCCTGTACTGCCCAGTAGACTGGCCATTTATTTGGGAGAGGATAACACCAAGGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTGTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGGCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAAGCGACAACAATGTCCACTGAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAACTGGGTGATATGGCCTTTGCCCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGTTGGTGGATCCTCCGCCCCAAGTGTTTTTC
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378187_1_cds_QBA84508_1_2/1-3099_lcl|MK378187.1_cds_QBA84508.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84508.1_location=2056..5154_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAACTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAGGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA



GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCCCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATAGCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCAACCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACTGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTACAGAGAAATGTGCACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGGTATGTCAAAAAACCACGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTACTGGGACGAGCGCCCGCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCTTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCTCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTC
TAA---------------
>lcl|KC767891_1_cds_AGM20663_1_1/1-3099_lcl|KC767891.1_cds_AGM20663.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20663.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGAGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTGGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGACATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGGGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTTATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCTGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG



TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCGCTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTCAATCCTATTGCTTGGGACCATGCAAGCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACTGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACAGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCGAGCAGCGATTTCGACGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCGCTCATGCCGTTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTTAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAACCTCGGCGCCTGGGCGCTGGTGGATCCTCCGCCACAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGACCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701301_1_cds_AGM20589_1_1/1-3099_lcl|KC701301.1_cds_AGM20589.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20589.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAACCGAGGGGAGCCGTAGATGCCATAGCTAAGAAGCACGATGAGTGGTAC
GACGAGCTCATCAAGCATGGACACATACCCTATATTCACCGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGAAGAGGGCGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCTTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGTTACATGAACCACTTTACCCCCTCTGATTGGCATGAACTACGACTG
CGGTACGACTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCGGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGCGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACCACCAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGC
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGATTGACCATTTATTTAGGAGAGGATACCAACAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCACGACCATGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT



AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGGGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTC
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378179_1_cds_QBA84495_1_2/1-3099_lcl|MK378179.1_cds_QBA84495.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84495.1_location=2190..5288_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATAGCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCAACCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACTGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTACAGAGAAATGTGCACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGGTATGTCAAAAAACCACGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGTATCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGCTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT



CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAC
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTC
TAA---------------
>3096_gbkey=CDS/1-3096
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCACTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGCAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAAGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCAGGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGACCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCACACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACTAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCCGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTCAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCTCCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGCCTGCCG
GTTTCCACACAGCTAAAAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAAT
AATAATCGGCTCTCTCTAATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCCCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAACCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
------------------
>lcl|KC701298_1_cds_AGM20586_1_1/1-3099_lcl|KC701298.1_cds_AGM20586.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20586.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA



TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTGTCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCCCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATCCGGGGGCCGAACGGGAACGAGATTCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGGAAAAC
CTTGCAGATGCCGAGGAAGCGGGGAACATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGAGGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGATAGCACACAACATCAACCTCAAGGGCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACGAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACT
CCATGGCAGTACTTTGATTTCAACTGCTACATGAATCACTTTACTCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATATGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTCGAAAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGAATATACG
TTCCCCTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATCGCTTGGGATCATGCATCCGGTACAACTAAGTATCGAGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCTTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATACAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGGCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAGAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGAGGTCCTCTGCAGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGTCTTGGAGAAAGACCAGGAGATGCTCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGTCCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACAGAT
TGCTCTTTCATGTCAGAGAAAAACAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCRCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGATTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTTACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCTCCGTTTCTCCTTACTCGTTCGCAT
CATAGCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCATTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KP765690_1_cds_AKR53679_1_2/1-3099_lcl|KP765690.1_cds_AKR53679.1_2/1-3099_p
rotein=capsid_protein_protein_id=AKR53679.1_location=2239..5337_gbkey=CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGATATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCGGAGCTTGACCTTGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT



GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGCCGGAGATTCCACCTCTACCGAAGTGGGA
GGATCAAATGAACCAGAGTCAGATGGAACAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTAGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACATGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTATGATGGGAAAAGAG
CTTGCAGATGCTGAGGAAGCGGGGAAGATCCTTGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTGCAGAACGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCTTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GATTATAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAGCCAGGCATGGGGTTCCTGACA
CCCTGGCAGTACTTTGATTTCAACTGCTACATGAATCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCGCTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCATATTTTACAGGTTTTAATCCAATTGCCTGGGATCATGCATCCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGCCATAACCCTGTATTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAAGTAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCAACAAGT
AACAACAGGCACTCTCTCATGCCTTTTACCAGACAGGCGACAACCATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCTCGACCCCTG
GTGACAGCAGAGAGGGAAGGTCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTACCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTTTGTTACGAAGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAACCTCGGTGCGTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCCTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701296_1_cds_AGM20584_1_1/1-3099_lcl|KC701296.1_cds_AGM20584.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20584.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGGAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGAAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
GCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAACAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACCGGAGGGGGGCGGACACGTTGATGGGGGAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT



CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGATACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATCTCAGTAGAAAACGTCGTAATCAAAGACGTACATCAG
ACGAACAACGAGACCAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTGATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACCAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTGCTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATAACAACAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCCAGACCGTGTCTTCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAAGCGACAACAATGTCCACTGAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAATCACAAAAACGGAGAAAGTTTCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCCTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCAGTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGACCGCGCTCATCGTGTA
TAA---------------
>lcl|KC701291_1_cds_AGM20579_1_1/1-3099_lcl|KC701291.1_cds_AGM20579.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20579.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAAA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCAAAGCAGTGGTGGATGGCCGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGATTG
CAGCGGTTCGCTGACAAAGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCCAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGCGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGTCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTGCCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAANGGGGAGGACTCACCCTGCCTCGATATAGGTATGTAGGACCC
TGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAACTCATCAAGCATGGGCACATACCTTATATTCACCGGAGGGGGGCGGACAGTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGAAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGATGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACAACTACTCAGACGCGAATGGTTATACTGAGCCCTAAAACC
GACTACAAGCCTTTATTCCTGGACGCAGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG



CGATACGATTCCATTAGGCCCAAGTCTCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACATGCTGCCCAAATACTGCGCAGCGGTGATGCT
GCTTCCTTTGCGTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCGAGTAGACTGGCCATTTATTTGGGAGAGGATCAAAGTAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGACAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTGAAAAAACCGCGACCCTTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACGGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGTAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCGGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701303_1_cds_AGM20591_1_1/1-3099_lcl|KC701303.1_cds_AGM20591.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20591.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGAGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTGGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGACATCCCACGTCTACCGAAGTGGGA
GGATCAAATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAAGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCTAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GATGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCTGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAACCAATGGGCCAACATTT



TATCAGCCTCAGGGGACAGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCGAGCAGCGATTTCGACGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCGCTCATGCCGTTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTTAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAACCTCGGCGCCTGGGCGCTGGTGGATCCTCCGCCACAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACCTCCGGGGGGTATA
TAA---------------
>lcl|KC687098_1_cds_AGM46814_1_1/1-3099_lcl|KC687098.1_cds_AGM46814.1_1/1-3099_g
ene=VP_protein=structural_protein_protein_id=AGM46814.1_location=1..3099_gbkey=C
DS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCACTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTGTCTCAATAAAGAAACACGGTGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACGGGAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGAATA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAGGGCAGAAGAGGAAGACCGTTCGAAAGAGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCTTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAAATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTATGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCATGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTATTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAGTTCTTTGTTCTAGAGGAACATGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACTTCCTTTGCGTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCGAGTAGACTGGCCATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACTAGT
AACAATCGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAACTATAATCGACAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCTTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG



CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CACTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC687099_1_cds_AGM46815_1_1/1-3099_lcl|KC687099.1_cds_AGM46815.1_1/1-3099_g
ene=VP_protein=structural_protein_protein_id=AGM46815.1_location=1..3099_gbkey=C
DS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTATTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAGGACTCAGATTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACTATTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAGTTCTTTGTTCTGGAGGAACATGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACTTCCTTTGCGTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGAACTATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACTAGT
AACAATCGGCACTCTCTCATGCCATTTACCAGACAGGCTACAACAATGTCCACTCAAAACTATAATCGACAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTACGTCAAAAAACCGCGACCCTTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------



>lcl|KC687100_1_cds_AGM46816_1_1/1-3099_lcl|KC687100.1_cds_AGM46816.1_1/1-3099_g
ene=VP_protein=structural_protein_protein_id=AGM46816.1_location=1..3099_gbkey=C
DS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAAA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCAAAGCAGTGGTGGATGGCCGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGCGCCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGATTG
CAGCGGGTCGCTGACAAAGTCCGTTTACCTCATAGAGACTTGATGAGTGTGTGGATCACAGGCGGGTATAGA
CCGAAGCCCCCGCAAGGGAGTCCTTGGAGTACCTGGGCGGAGATTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACACGGCAGAAAAGGAAGACAGTTCGAAAGGGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGAGGGCAGGACGGGCACGAGATTCTCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGACCC
CGCAACCACTTGGATGCGGGAGAGCCGAGCGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGAAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGATGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACAACTACTCAGACGCGAATGGTTATACTGAGCCCTAAAACC
GACTACAAGCCTTTATTCCTGGACGCAGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCTCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACATGCTGCCCAAATACTGCGCAGCGGTGATGCT
GCTTCCTTTGCGTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCGAGTAGACTGGCCATTTATTTGGGAGAGGATCAAAGTAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGACAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTGAAAAAACCGCGACCCTTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCACAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACGGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCGGAGGGACGCGCTCATCGTGTA
TAA---------------
>4377_gbkey=CDS/1-3072
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA



CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGTGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACTTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATAGCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGCCCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGTATCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAC
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGC------------------------
------------------
>lcl|KF725662_1_cds_AHC72379_1_1/1-3099_lcl|KF725662.1_cds_AHC72379.1_1/1-3099_p
rotein=structural_protein_protein_id=AHC72379.1_location=48..3146_gbkey=CDS/1-30
99
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATATGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCTTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCAAAGCAATGGTGGATGGCTGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGGACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAAGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAATCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAATCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCAAAGAAACACGATGAGCGGTAC



GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGGA
GAGGGTGCCGGAGACGGGTCGGGGGACAACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGCCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAAGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGGATGGGCTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAAACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAGTGGTACTACTAAGTATAGGGTG
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTACGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGTCTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATTCAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGGTGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACCACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAACGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCGGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACAGAT
TGCTCCTTTATGTCTGAGAAAAATAATCTCGGTGCTTGGGCGCTGGTGGATCCTCCGCCTCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCCCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTAAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCGTACACGGAGTCTGGCGACCCTCCGTTTCTCCTTACACGTTCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCACCGTGTA
TAA---------------
>lcl|MK378208_1_cds_QBA84540_1_2/1-3099_lcl|MK378208.1_cds_QBA84540.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84540.1_location=2215..5313_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTTTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGACTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCGGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGATTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCTGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC



GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTTCAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGCATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATTCAAGCAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCTACAACAATCTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACATTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGGGAAGGTCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGTATCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGCTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|JQ860243_1_cds_AFO62693_1_1/1-3099_lcl|JQ860243.1_cds_AFO62693.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62693.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCGATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGATACGGGTCGGGAGACCACAAGGGTGGTGGGATTGTGCGCATTAATATACCACTAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAAACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTCCATGAACCACTTTACCCCCTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTGGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAGGACTCAGAGTATACG
TTCCCGTATGTGATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACCAAGTATCGGGTA



CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTGCTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATAACAACAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCCAGACCGTGTCTTCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAAGCGACAACAATGTCCACTGAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAATCACAAAAACGGAGAAAGTTTCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCCTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCAGTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCCCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGTGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KY586144_1_cds_ATE46004_1_2/1-3099_lcl|KY586144.1_cds_ATE46004.1_2/1-3099_p
rotein=capsid_protein_protein_id=ATE46004.1_location=2109..5207_gbkey=CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATATGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGTTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAATAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGAGAACAGTCCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGTTTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAATCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTCGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCTGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
TTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGCGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCGGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCTCAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGTGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCGTCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACAACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGCTTCCTGACA
CCATGGCAATATTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGGGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAGTGGTACTACTAAGTATAGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGTTTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTTAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAACGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGAAAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG



GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCTCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCTCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGGCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACAGAT
TGCTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCTCAAGTGTTTTTT
AGAATGCAACCGCAGGTGGGACCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTATACAATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCGTACACGGAGTCTGGCGACCCTCCGTTTCTCCTTACTCGTTCGCAT
GCTAGCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCACCGTGTA
TAA---------------
>lcl|KC701302_1_cds_AGM20590_1_1/1-3099_lcl|KC701302.1_cds_AGM20590.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20590.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGTACGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCACAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCTCAGCACCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTGGTATCGACAATCCTGGGTGT
GCAGCCGGAGAGCGATCTCGGCCGCCACCTGAAGAGACGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGACATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGGGGGGGAGCCGAGCGGACCAGTAGATGCCATAGCTAAGAACCACGATGAGCGGTAC
GACGAGCTTATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGACGAGGAAGCGGGGAAGATCCTCGATCGGTACGATCAGTTAGTGGCGAATGCAGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGTGGGGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCAGAACCAGGCATGGGGTTCCTGACT
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCACTCACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCGCTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTCAATCCTATTGCTTGGGACCATGCAAGCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACTGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTATCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACACTTCTGGACATATTTCCTCAGGGGTTTATACCGTGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCGAGCAGCGATTTCGACGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCGCTCATGCCGTTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATCGGGTGACATGGCCTTTGCCCGGTCCTCTGCTGAAGATTCT
CTTTATGAAAGATTTGACGAGGGCAAAGACTACCGCAATCCTGGTGGCTATGTTAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATCGTGCCCACCTGGGGAGCGCAC
TTACCTGGAAGCAGTACAGGACCTGGCACCACAGAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATATCTGAGAAGAATAACCTCGGCGCCTGGGCGCTGGTCGATCCTCCGCCACAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGACCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCCCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGCGTGCGAACCGCGGAAGCACACTAGACGGCGT
AATTTGGAACCTCCGCCTCCTATGCCCTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT



GTTACCAATGATTACCCTCGATATTCTATACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701292_1_cds_AGM20580_1_1/1-3099_lcl|KC701292.1_cds_AGM20580.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20580.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAACGAGGTGGCCAAGCAGTGGTGGATGGGGGGACACCAGACCTCCAAGGGCGACGAGCTA
GCGCGTACAGTGCTCGAGCTGGGAAGGCTCTTTGTGGCCGTCGTAGATGACTATAGCGAGGACCCAGAGATA
GATAGCGTCAGGAGCAGGATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACCGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATAAGGGGACCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCTAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAGCCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAACATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGCGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCCCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTCGAAAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTTATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACGGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGACTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTGCTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATCAAACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATTCCGGGGCCAAGACCATGTCTTCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTTATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGTCTTGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGTCCTGGCACCACAAAAACAGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGCAAAAAACCATACACAGAT
TGCTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCCCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACCTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGAAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCAGATGCCTTACACGGAGTCCGGAGACCCTCCGCTTCTCCTTACTCGTACGCAT
GCTTCTAATGATTACCCTCGATATTCTTTACCTGTAGAAGGGTTTCGCCCAGAGGTACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378197_1_cds_QBA84524_1_2/1-3099_lcl|MK378197.1_cds_QBA84524.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84524.1_location=2182..5280_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT



GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGAAAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCACAAGAGACCTCGTGAGGAGGAGGATCCTCAAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACAACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAACCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGTTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCAGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTACAGAGAAATGTGCACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGGTATGTCAAAAAACCACGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCCGGCAGCAGTACAGGACCTGGTATCACAGAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCGCTCTGCGACGAGGACGACAGCTGGTGTAAGAAACCTTACACTGAT
GGCACCTTCATGTCTGCAGCCTATGACAACGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|JQ860247_1_cds_AFO62697_1_1/1-3099_lcl|JQ860247.1_cds_AFO62697.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62697.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGGTTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT



GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGACTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCCAGGGGGCCCGTAGATGCCATAGCTAATGAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCCAATGCCGCTAGGGGG
CTGTGGAGAGCTAAAGACACGTTAGCGGATCTCATTGGTGGGGAACTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAC
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCACTCCAAATG
GATAGTGCTGACAGCACCCAAAATGAACCTCATGGGCAGGGGGGAGGGCCGATAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGACCCCTAAGAGT
GACTCCAAGCCGCTGTTCCTGGACGGTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCAGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCGCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCTATTGCTTGGGACCATGCAACCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACGGAATTCTTTGTTCTAGAAGAACACGCTGCTCAAATATTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGATTGACCATTTATTTAGGAGAGGATGGGAACAATGGGCCAACATTT
TATCAGCCTCAAGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCATGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAATCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCCTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCAGTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|JQ860248_1_cds_AFO62698_1_1/1-3099_lcl|JQ860248.1_cds_AFO62698.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62698.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGAAATAGGTATGTAGGGCCC
GGCAACCCCTTGGATTCGGGGGAACCAAGGGGACCCGTAAATGCCATAGCTAAGAAACCCGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT



CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGATACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATTCCAATAACTATG
GAGAGTGCTGACAGCACCCAACATCTTCCTCTGGGTCTTGGTGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACAGATACATGAGCCACTTTACACCCTATGATTGGCAAGAGTTAGAGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGAGTATCTCAGTAGAAAAAGTCGTAATCAAAGACGTACATCAG
ACGAACAACGAGACCAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTGATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAATACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACCAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCACCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTGCTGCCTAGTATACTGGCTATTTATTTGGGAGAGGATAACAGCAATGGGCCAACATTT
TATCATCCTCAGGGGACAGATCTGGACATATTTTCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATAGGCACTCTCTCATGCCATTTACCAGACAAGCGACAACAATGTCCACTGAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAACGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTATGTCAAAAAACCGCGACCACTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAATCACAAAAACGGAGAAAGTTTCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCCTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCAGTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>5063_gbkey=CDS/1-3021
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCTCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACAGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGCAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC



TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACTGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTACAGAGAAATGTGCACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACGAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGAGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCG---
------------------------------------------------------------------------
------------------
>lcl|KC701297_1_cds_AGM20585_1_1/1-3099_lcl|KC701297.1_cds_AGM20585.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20585.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCTTGGAAGCCGGGTGAACAGCCCCCGCTGGAGAACCTCACGGATGCGATGGACCGA
TCCATTTGGGGCAGTAGAAGAAAGGACTCTGGCGGGCGGAGAGGGATCGATGACCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATCGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGGAGTCCGTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGAGATTCAGGTCCCTGGTATCGACCATCCTGGGTCT
GCATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCCCGTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCAGTAC
GACGATCTCATCAAGCATGGCCTCATACCCTACATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCTGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTAATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGATACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCTTTGACTATCTCAGTGGAAAACGTCGTAATCAAAGACGTACATCAG
ACGAACAACGAAACCAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACTACCAAGTATCGGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCGCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTGTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTCCTGCCCAGCAGACTGGCTATTTATTTGGGAGAGGATGGCAACAACGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCCAGACCGTGTCTTCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACAAGT



AATAACAGGCACTCTCTCATGCCCTTTACCAGACAAGCGACAACAATGTCCACTGAAAGCTATAATCGCCAG
GGGGAGGTGAAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTCGGAGAAAGACCTGGAGATACCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAATCACTAAAACGGAGAAAGTTTCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCCTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCAGTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTACCGACTGCTCTGAAC
CAGTCTGCCATGTTCACTCTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGTAT
AATTTGGACCCTCCGCATCCCATGCCTTACACGGAGTCCGGCGACGCCCCGTATCTCCTTACTCGTTCGCAC
GTTTCCAATGATTACCCTCGATACTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701295_1_cds_AGM20583_1_1/1-3099_lcl|KC701295.1_cds_AGM20583.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20583.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGAAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GATCAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCCAATGCCGCTAGGGGG
CTGTGGAGAGCTAAAGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCAGGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTAGACGCTGACACTAGTAAATTTGACTCTGAACCAGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATAAGGCCCAAGTCGCTGACTATATCAGTAGAGAACGTCGTGATCAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCACGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTCAATCCTATTGCTTGGGACCATGCAACCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACGGAATTCTTTGTTCTAGAAGAACACGCTGCCCAAATATTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCAAGTAGATTGCCCATTTATTTCGGAGAGGATGGGACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AATAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATCTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTAAAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGCTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCCTACACTGAT
TGTTACTTCATGTCCGAGAAAAATAATCTTGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT



CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACCTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACAATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGACTACCCTCGGTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>5035_gbkey=CDS/1-2904
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGATACTTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGGTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGTCGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGAAGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGT
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGTAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGTTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCACCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGC------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------
>lcl|KC701313_1_cds_AGM20601_1_1/1-3099_lcl|KC701313.1_cds_AGM20601.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20601.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA



TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGACCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATCGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCTTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCCCTGGTATCGACAATCCTGGGTCT
GCATCCGGAGAGCAATCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCCCGTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTAATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGTTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTGGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAGGACTCAGATTACACG
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAATACGCCTATTTCACAGGTTTTAATCCTATTGCTTGGGATCATGCATACGGTACAACTAAGTATCGGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCGCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAACGACTGGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCTATTTATTTGGGACAGGATGGGAACAATGCGCCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATGTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAAAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTTCCCACCTGGGGAGCGCAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCCCTAAAACGGAAAAAATTTCCCTGCCGTTCATTCCCCCCATG
GCCGGGGCTTGCTGGGCCGAGCGCCCCCTCTGTTACCAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCACGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTCACTCGTACGCAT
GTTTCCAATGATTACCCCCGATATTCTTTACCTGTAGAGGCTTTTCGCCCAGAGGGACGCGCTCATCGGGTA
TAA---------------
>lcl|KC701308_1_cds_AGM20596_1_1/1-3099_lcl|KC701308.1_cds_AGM20596.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20596.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAAAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT



GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCACGTCTACCGAAGTGGGA
GGATCAGATGCAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCAAGGAAGCGGGGAAGATACTCGATCGGTATGATCAGTTAGTCGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCTTGAGGAGGAGGATCCTCCGGAGAGCGCCAAC
TCCGCCCCCAAATCCCCCCCCGCCCAAAAACCAACACTAGACGTTCCGGACTACTTCTGGACGAAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGGGGTGGGATTGTGCTCATTATTATACCAATAAAAATG
GATAGTGCTGACCGCACCCAACATCAACCTCAAGGTCATGTGGGGGGGCCGAGAGCATCCGGGCACTGGCGC
GCAGGCACCCTGTTTGGTACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAAAAAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCCTTGGGCATGCTCAAGAGGGAAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGACAGATGCACCTACATTT
TATCAGCCTATGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTGAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCGTACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTCGGTCCGCCCCCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCTATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACGCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|GU938301_1_cds_ADF32030_1_2/1-3099_lcl|GU938301.1_cds_ADF32030.1_2/1-3099_p
rotein=structural_protein_protein_id=ADF32030.1_location=2260..5358_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGACCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG



CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCTGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTAAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KP245947_1_cds_AJT39534_1_1/1-3099_lcl|KP245947.1_cds_AJT39534.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39534.1_location=2151..5249_gbkey=
CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA



CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCTATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTAGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCGCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGGTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC687097_1_cds_AGM46813_1_1/1-3099_lcl|KC687097.1_cds_AGM46813.1_1/1-3099_g
ene=VP_protein=structural_protein_protein_id=AGM46813.1_location=1..3099_gbkey=C
DS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTTTGAGGCCTGGTTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTTCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGTTTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAATCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAAATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACCGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGATGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTAGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAGCGGTACTACTAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC



CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTTTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCCCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378172_1_cds_QBA84487_1_2/1-3099_lcl|MK378172.1_cds_QBA84487.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84487.1_location=2076..5174_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAATCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGAYTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATASGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGATCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTCCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGGCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGCCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TACCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAC



TTACCTGGCAGCAGTACAGGACCTGGTATCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGCTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCCCCCCCCCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACTCGATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAC
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTC
TAA---------------
>lcl|JQ860246_1_cds_AFO62696_1_1/1-3099_lcl|JQ860246.1_cds_AFO62696.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62696.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGCGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTGTACAAGTTTTTTCTCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCAAAGGGAGACGAGCTT
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTTGTAGACGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCACCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGCTATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
CAATCAGGAGAGCAACCTCAGCCGGCACCTAAAGAGAGGCCTGCTGAGGGTGCTGAGACTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAAGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGTCGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACG
CCTTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGCGG
CGATACGACTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCGGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAGCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTACTAGAAGAACACGCGGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAACGCCTGGGCAGCCGTATGGGCACGTTGAACCTC
CGCCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATGGTACCAATGGGCCAACTTTT
TATCTGCCTCAGGGGACTGATCTGGACATATTTCCTCATGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTTTCCACACAACTAAGAGCTATAATCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGTTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAAGTTTCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTTGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTTCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTATCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGATATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA



TAA---------------
>lcl|KC701310_1_cds_AGM20598_1_1/1-3099_lcl|KC701310.1_cds_AGM20598.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20598.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCTTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAGAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378217_1_cds_QBA84555_1_2/1-3099_lcl|MK378217.1_cds_QBA84555.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84555.1_location=2040..5138_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC



TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGAAGATGCCGAGGAAGCGGGGGAGATAATCGACCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTAAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCC
GTTTCCACACAGCTAAGTGCTAGCAGTGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCTTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701314_1_cds_AGM20602_1_1/1-3099_lcl|KC701314.1_cds_AGM20602.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20602.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAAGAAGTAGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTTCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGTCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGCGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTAGCGACCATCCTGGGCCT
AAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG



TCTGATGGACAGTCTGGACGGGCTGATACGAGGGCCGGACGGGAACGAGATTCCCCGTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCCAGGGGGCCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAGGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCCAATGCCGCTAGGGGG
CTGTGGAGAGCTAAAGACACGTTAGCGGATCTCATTGGTGGGGAACTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGCGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCTTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACTCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGACCCAAGTCGCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACGGGTTTTAATCCTATTGCTTGGGACCATGCAACCGGTACAATTAAGTATCAGGTA
CATCCCAGCGCGGACACGGAATTCTTTGTTCTGGAGGAACACGCTGCTCAAATAYTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCGACATTT
TATCAGCCTCAGGGGACAGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACGAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCACTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACAATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTAGGTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCCCTCATCGTGTA
TAA---------------
>lcl|MK378220_1_cds_QBA84561_1_2/1-3099_lcl|MK378220.1_cds_QBA84561.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84561.1_location=2071..5169_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGAGGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCCTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGAAAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGGTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC



TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGACTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTCATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCAGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAACCCTATTGCTTGGGACCACGCAAACGGTACAATTAAATATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGCATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGCGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGATCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGGCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACAGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
CTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCACATCGTGTA
TAA---------------
>lcl|NC_038883_1_cds_YP_009507389_1_2/1-3099_lcl|NC_038883.1_cds_YP_009507389.1_
2/1-3099_locus_tag=D1R65_gp2_db_xref=GeneID:37619434_protein=structural_protein_
protein_id=YP_009507389.1_location=2252..5350_gbkey=CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATCGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCTTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTAATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATCTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTGGAGAACGTGGTGATCAAAGACGTACATCAG



ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTACTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAGTCGGCACTCTCTCATGCCGTTTACCAGACAGACTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTTTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATTTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAC
GTTTCCAATGATTACCCTCGATATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MG345015_1_cds_AWO81946_1_2/1-3099_lcl|MG345015.1_cds_AWO81946.1_2/1-3099_p
rotein=structural_protein_protein_id=AWO81946.1_location=2197..5295_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGTTAT
GACCTGCGCATGCGCCAGGCTCTCTTACAACTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAGAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAGGACCGTTCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGACCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCAAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GATGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACCGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACAGCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACACGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTAGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATTCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG



GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGATAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCTTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378162_1_cds_QBA84472_1_2/1-3099_lcl|MK378162.1_cds_QBA84472.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84472.1_location=2155..5253_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGACCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGCCTATGACAACGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTGCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGATAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAC



TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCGCGGAAGCACACCAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAC
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTC
TAA---------------
>lcl|MK378213_1_cds_QBA84548_1_2/1-3099_lcl|MK378213.1_cds_QBA84548.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84548.1_location=1985..5083_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTACTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGTTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGACCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGATTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701307_1_cds_AGM20595_1_1/1-3099_lcl|KC701307.1_cds_AGM20595.1_1/1-3099_p



rotein=structural_protein_protein_id=AGM20595.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GAAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATTCCACGTCTACCGCAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACTCGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCAAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACCACCACTCAGACGCGAATGGTGATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCCTCTGACTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACTAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGAGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGGCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGCCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCAACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCGGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGCTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCACCACCGGCGGACTTGGACCAACGAACCTTTCTGCCCCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGGCGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACCGTTTCATCGTGTA
TAA---------------
>lcl|KC701309_1_cds_AGM20597_1_1/1-3099_lcl|KC701309.1_cds_AGM20597.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20597.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGCAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGCAGGACCCAGAGATA



GATAGCGTCAGGAGGAGCATGATAGATATTCTTTACGGGGACGATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGCATAGA
CCGAAGCCACCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCACCTACAAGGCAGGAGAGGAAGACCGTTCGAAAGCGATTCAGGTACCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGACGAGAGGCCTGCTGAGAGTCCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACACTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGTTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGAAAAGAG
CTTGCAGATCCCGAGGAAGCGGGGAAAATCCTCGATAGTTATGATCAGTTAGTGGCAAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACTCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGATACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAARTCCTTGACTATCTCAGTAGAAAACGTGGTAATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAAAAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGCGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCCCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378163_1_cds_QBA84474_1_2/1-3099_lcl|MK378163.1_cds_QBA84474.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84474.1_location=2054..5152_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCGGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTAYAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC



GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGCTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGTAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAACCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACTGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATTCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGATAAAGACTACCGTAATCCTGGTGGTTACGTAAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTCGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCAGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MG345013_1_cds_AWO81942_1_2/1-3099_lcl|MG345013.1_cds_AWO81942.1_2/1-3099_p
rotein=structural_protein_protein_id=AWO81942.1_location=2199..5297_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTAATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAACGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG



GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACACGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTAGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATTCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAGTGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCATACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>5120_gbkey=CDS/1-2880
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGATGTGATGAAGGTGTGGATTACGGGGGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTTCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGCAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCACCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACTCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCCAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTCACCCCGTCTGATTGGCAGGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAGGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTTTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT



ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGATTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTTTACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGCGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCTAACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACTATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGTTGATATGGCCTTTGCTGGGTCTTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACGGTAATCCTGGTGGTTACGTCAAAAAACCTGGACTTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCTTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------
>lcl|KC701312_1_cds_AGM20600_1_1/1-3099_lcl|KC701312.1_cds_AGM20600.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20600.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAAGAAGTAGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTTCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGTCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTAGCGACCATCCTGGGCCT
AAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGAGGGCCGGACGGGAACGAGATTCCCCGTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCCAGGGGGCCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTTTGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCCAATGCCGCTAGGGGG
CTGTGGAGAGCTAAAGACACGTTAGCGGATCTCATTGGTGGGGAACTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCTTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCTTGAGTATATCAGTAGAAAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACGCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAATGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGATCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACCAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATTTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG



GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
AGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTCCCGCCGGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCACGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTGCTCACTCGTACGCAT
GTTTCCAATGATTACCCCCGATATTCTTTACCTGTAGAAGCGTTCCGCCCCAACGCGCGCTCATATCGTGTA
TAA---------------
>4490_gbkey=CDS/1-2337
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCSGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCRATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAGTGGTGGCTGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGTAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGATTCCATTAGGCCCAAATCCCTGAGCATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTAGGCAGCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGA---------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------



>lcl|MK378188_1_cds_QBA84510_1_2/1-3099_lcl|MK378188.1_cds_QBA84510.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84510.1_location=2184..5282_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAAGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGGCGGACGGGAAGGAGATTCCCCCTCTACCTTAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAAAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTATATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTGGGGAGA
CGATACGACTCCATTAGGCCGAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTACTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGCAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTCAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGACTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|JQ860244_1_cds_AFO62694_1_1/1-3099_lcl|JQ860244.1_cds_AFO62694.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62694.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGAAGGCTCTGTTACAACTTTACAAGTTTTTTATCTCAATAAAGAAGCAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC



GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGAGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCGGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGCCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATTCGGGGGAGCCGAGGGGACCCGTAAATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACAGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGTGACGACGAGGGGGGTGGGATTGTGCGCATCAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCTTGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTATGATTGGCAAGAGTTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAAAGTGGTAATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGATTACACC
TTTCCGTATGTGATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCCAGCGCGGACACAGAGTTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGAACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCTCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAACAGTACAGGACCTGGACACACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGAGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTAACAATGATTACCCTCGATATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378159_1_cds_QBA84467_1_2/1-3099_lcl|MK378159.1_cds_QBA84467.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84467.1_location=2056..5154_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGTGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CGTCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GAGCCAGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGTACGGGAACGAGATCCCACGTCTACAGAAGTGGGA



GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACGCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
GTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGACAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACATTGTCCATCTCGATCCTCAAGGTCATGGGGGGGGCCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTCGGACTCATGGGGTGACGACCACTCAAACACGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCCCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCGGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCCAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAGGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATCGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTAGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAGGAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACCCACGAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTATACTATGGAGTGGGTGTGCGAACCGAGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|MK378207_1_cds_QBA84538_1_2/1-3099_lcl|MK378207.1_cds_QBA84538.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84538.1_location=1964..5062_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCACTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAACTTTACAAGTTTTTTATCTCAATAAAAAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACGAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTCAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAGGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCAACGATCCTGGGCCT
GAAGCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCACAAGAGACCTCGTGAGGAGGAGGATCCTCAAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA



GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCGTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGTCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGAACGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCAACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCCTATGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTAAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGGGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCATACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|JQ860245_1_cds_AFO62695_1_1/1-3099_lcl|JQ860245.1_cds_AFO62695.1_1/1-3099_p
rotein=structural_protein_protein_id=AFO62695.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGCAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCTAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGGCGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGTTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACCAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC



TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACAGTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTAGCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MG345018_1_cds_AWO81952_1_2/1-3099_lcl|MG345018.1_cds_AWO81952.1_2/1-3099_p
rotein=structural_protein_protein_id=AWO81952.1_location=2197..5295_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTGGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGAGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACTATCCTGGGCCT
GAATCCGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCATCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGTTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACAGCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATATTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCTTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTTCAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCACCCGTATGGGCACGCTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT



AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTTTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTCGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCCCCGGCGGACTTGGACCAACGCACCTTTCTACCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATACCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTGGAAGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701306_1_cds_AGM20594_1_1/1-3099_lcl|KC701306.1_cds_AGM20594.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20594.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAGCCTCATGGATGCCATGGAAAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGACCTTCTGAGGCCTGGCGAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCTATAAACAAACACGGTGGGTTC
TGGGATAAAATTAAGGAGGTGGCGCAGCAATGGTGGATGGCGGGACACCAGACATCCAAGGGAGACGAGCTA
GCGCGCACAGTGCTCGATCTGGGAAGGCTCTTTATGGCAGTGGTAGATGACTATCGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACCGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCAGAGCTTGACCTAGACATCCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTAATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATCTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTGGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTACTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAGTCGGCACTCTCTCATGCCGTTTACCAGACAGACTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTTTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATTTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT



CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGGTTTGAAC
CAATATGCCATGGTCACTGGGAACTACACTATGGAATGGGTGTGCGAACCGCGGAAGCACACTAAACCGCAT
AATTTGGAACCTCCGGCTCCCATGGCTTACACGGAGTCCGGCGACCCCCGGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGATATTCCTTACCTGTAAAGGCGTTACGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KP245943_1_cds_AJT39530_1_1/1-3099_lcl|KP245943.1_cds_AJT39530.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39530.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTGCAGCTTTACAAGTTTTTTATCTCAATAAAAAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGAACAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCAAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCATATTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTCACCCCGTCTGATTGGCAAGAGCTAGGGAGG
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTTTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGTAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGAATGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACGACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTGTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAACCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCAGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGTGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|GU938299_1_cds_ADF32026_1_2/1-3099_lcl|GU938299.1_cds_ADF32026.1_2/1-3099_p
rotein=structural_protein_protein_id=ADF32026.1_location=2261..5359_gbkey=CDS/1-



3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCATATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGTCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAAACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGAAATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGATACGGAGTTCTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCAAGCAGACTGGCGATTTATTTGGGACAGGACGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTTTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACTACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCCCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGCCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTTCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701304_1_cds_AGM20592_1_1/1-3099_lcl|KC701304.1_cds_AGM20592.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20592.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACGGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAATTCTGGCGGGCGGAGAGGGATCAATGGACTTCTGAGGGTTGGCTAT
GACCCGCGCATGCGGAAGGGTCTGTTACAGTTTTACAAGTTTTTTAGCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA



CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAACCACTTGGATGCGGGGCAGCCGAGGGGACCCGTAGATGCCATAGATAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTACTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGATAGCGGATCTCACTGGTGCGGAGCTGGACAAAGTCTTACCGCCAGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAAGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAGTCGCTGAGTATATCAGTAGAGAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCGACATTT
TATCAGCCTCAGGGGACAGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACGAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCACTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGAACAACGAACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACAATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACCGAGTCCGGCGATCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGGTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGCCGCGCTCATCGTGTA
TAA---------------
>lcl|JX101462_1_cds_AFQ55395_1_2/1-3099_lcl|JX101462.1_cds_AFQ55395.1_2/1-3099_p
rotein=structural_protein_protein_id=AFQ55395.1_location=2193..5291_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGAAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGGGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC



GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAACGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGGGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCTCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACTAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCCGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGGCCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGAACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGATCCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCGAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCCCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAACCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAGGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|AB916464_1_cds_BAP28821_1_2/1-3099_lcl|AB916464.1_cds_BAP28821.1_2/1-3099_p
rotein=structural_protein_protein_id=BAP28821.1_location=2076..5174_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGAACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCATTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTGCAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTTCTTTACGGGGACAATGATGCCAGTAGGGCCTTCTTTGGACAG
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCTTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCTCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGATCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCT
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTATGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGGAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTCGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGGTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCAAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATTCCAATAAAAATG
GAGAGTGCCGACAGCACGCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGT



GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATCCTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGGATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGTTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATCGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAGCCGGTACCACTAAGTATCGGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGTCGTATGGGCACGTTGAACCTC
CGTCATAACCCAGTTCTGCCTAGTAGACTGGCGATTTATTTGGGGCAAGATCAGACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACAGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTGAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCATTCACCAGACAGGCCACAACAATGTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGGGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCA
TTTTATGAAAGGTTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTTAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATACCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACAAAAACCGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGATGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGCAAAAAACCATACACGGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGACAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGCTTCGCCCAGAGGGACGCGCGCATCGTGTC
TAA---------------
>lcl|KP245942_1_cds_AJT39529_1_1/1-3099_lcl|KP245942.1_cds_AJT39529.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39529.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAAGAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAACAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCAAAAGGGAGTCCTTGGGGTACTTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCTAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCCAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCCTTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTG



CATCCTAGTGCGGACACGGAGTTTTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGCGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTTGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCTACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGGCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATATACTGAT
TGTTCCTTCATGTCTGAGAAAAATAACCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCAGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MK378219_1_cds_QBA84559_1_2/1-3099_lcl|MK378219.1_cds_QBA84559.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84559.1_location=2149..5247_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTACCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTTGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACCGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTTATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGTCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAAACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGACATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGGTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGATACGGAGTTCTTTGTCCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCAAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT



TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACTACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCCCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGCCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTTCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCACATCGTGTA
TAA---------------
>lcl|MK378218_1_cds_QBA84557_1_2/1-3099_lcl|MK378218.1_cds_QBA84557.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84557.1_location=2041..5139_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAACCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTTCAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTTTGCCGAGCCGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGAGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT



AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTAGCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KY018935_1_cds_APR64505_1_2/1-3099_lcl|KY018935.1_cds_APR64505.1_2/1-3099_p
rotein=structural_protein_protein_id=APR64505.1_location=2252..5350_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTGTCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCTCGAACCGTGCTCGACCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCCAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCCAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGAGACTCATGGGGTGACGACCACTCAGACGCGCATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCCCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCCGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTG
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTGCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGTAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGATAAAGACTATCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCCCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCACAC
TTACCTGGCAGCAGTACAGGACCTGGTACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCTCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAAGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MG345014_1_cds_AWO81944_1_2/1-3099_lcl|MG345014.1_cds_AWO81944.1_2/1-3099_p
rotein=structural_protein_protein_id=AWO81944.1_location=2197..5295_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA



TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAGAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAACTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATCAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGTCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCCGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAAACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGACATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAATCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCGTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGATACGGAGTTCTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGATTTCGACGAGATGTCTGCGATCGCCTACGGGGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCATACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KU745627_1_cds_AOT82270_1_2/1-3099_lcl|KU745627.1_cds_AOT82270.1_2/1-3099_p
rotein=Cap_protein_id=AOT82270.1_location=2252..5350_gbkey=CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGCGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GGTAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT



GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAAAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTCACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATCAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCGGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCTAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCGGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTTAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCACCACCGGCGGACTTGGACCAACGCACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
CTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATTGTGTA
TAA---------------
>lcl|KP245945_1_cds_AJT39532_1_1/1-3114_lcl|KP245945.1_cds_AJT39532.1_1/1-3114_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39532.1_location=1..3114_gbkey=CDS
/1-3114
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTGCAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAAAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT



CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GATAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTTACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCAGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGACACACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTTTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCACCTCCCATGCCCTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGATCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TACAACATGAATAGATAA
>lcl|KP245944_1_cds_AJT39531_1_1/1-3099_lcl|KP245944.1_cds_AJT39531.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39531.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTGGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGCAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCACCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA



CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAATCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCGTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGACACGGAGTTTTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGGAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGTGATTTCGATGAGATGTCTGCGATCGCCTACGGGGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGATAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCTTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCGCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCATACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCGCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAAGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KM926355_1_cds_AIZ07780_1_2/1-3099_lcl|KM926355.1_cds_AIZ07780.1_2/1-3099_p
rotein=structural_protein_CDS_protein_id=AIZ07780.1_location=2193..5291_gbkey=CD
S/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGAATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCACTTCTGAGGGCTGGCTAT
GACCCCCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGACCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAGCGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAACGCCGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAGGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGTGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACAGCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACTAGTAAGTTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCCGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCAAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT



TATCAGCCTCAGGGGACGGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGC
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCCCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAACCGCAGGTGGGTCCGCCACCTGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701311_1_cds_AGM20599_1_1/1-3099_lcl|KC701311.1_cds_AGM20599.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20599.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCGCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGGATAAAATTAAAGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGATAATGATGCCACGAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGATAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGTGGGTACAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGAGATTCAGGTCCCTCGTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTTCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAATCAGATGGAAAAGGGGGAGGATTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGCGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGGTCATCAAGCATGGTCGCATACCCTATATTCACCGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATCGGTACGATCAGTTAGTGGCGAATGCGGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGTGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCTCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCAC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGTCCGTCTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGCCTGCGATAGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAGAACTATAATCGCCAG
GGGGAGGTAGAGAGCAATGTACATTTCCATTCGGGTGATATGGCCTTTGTTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAACGACTTGGAGATGCCCTTATGGTGCCAACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG



CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGCAAAGTAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGACCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTCTGAGCTACACTATGCAGTGGGTGTGCGATCAGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCTATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTAGAAGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KY018936_1_cds_APR64507_1_2/1-3099_lcl|KY018936.1_cds_APR64507.1_2/1-3099_p
rotein=structural_protein_protein_id=APR64507.1_location=2252..5350_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTGTCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCTCGAACCGTGCTCGACCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGATATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCCAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCCAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGAGACTCATGGGGTGACGACCACTCAGACGCGCATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCCCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTTCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCCGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTG
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCTAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTGCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGTAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTATCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCCCTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCACAG
TTACCTGGCAGCAGTACAGGACCTGGTACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCTCGGAAGCACACGAGACGGCAT
AATTTGGAACCGCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAAGGACGCGCTCATCGTGTA
TAA---------------



>lcl|MK378158_1_cds_QBA84465_1_2/1-3099_lcl|MK378158.1_cds_QBA84465.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84465.1_location=2228..5326_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACCAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGGACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCATCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAACCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTAGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGCGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGTCGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGAAGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTTTGCCGAGCCGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGTAGCAGTACAGGACCTGGACCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|MK378224_1_cds_QBA84567_1_2/1-3099_lcl|MK378224.1_cds_QBA84567.1_2/1-3099_p
rotein=structural_protein_protein_id=QBA84567.1_location=2253..5351_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACCAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC



GCACGGACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCATCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAACCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTAGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGCGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTTTGCCGAGCCGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGAGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCGCGCATCGTGTA
TAA---------------
>5327_gbkey=CDS/1-3090
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACCAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGGACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCATCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAACCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTAGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGCGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC



GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTTTGCCGAGCCGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGAGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTCGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCTGAGGGACGCACGCAT------
------------------
>lcl|KP245940_1_cds_AJT39527_1_1/1-3099_lcl|KP245940.1_cds_AJT39527.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39527.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTGCAGCTTTACAAGTTTTTTATCTCAATAAAAAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCAAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC



GCAGGCACCATATTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTCACCCCGTCTGATTGGCAAGAGCTAGGGAGG
CGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGACACGGAGTTTTTCGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTAGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAAGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCTACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGATAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCGGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCACAC
TTACCTGGCAGCAGCACTGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTTTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGATCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MG345019_1_cds_AWO81954_1_2/1-3099_lcl|MG345019.1_cds_AWO81954.1_2/1-3099_p
rotein=structural_protein_protein_id=AWO81954.1_location=2180..5278_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCTAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCCTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACAATTAAGTATCAGGTA



CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTAGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATTCACCTACATTT
TATCAGCCTCGGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGTCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGGCTGAGAAAAATAATCTCGGTGCCTGGGCGATAGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCATACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGCTATTCTTTGCCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KP245941_1_cds_AJT39528_1_1/1-3099_lcl|KP245941.1_cds_AJT39528.1_1/1-3099_g
ene=ORF2_protein=capsid_protein_protein_id=AJT39528.1_location=1..3099_gbkey=CDS
/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTGCAGCTTTACAAGTTTTTTATCTCAATAAAAAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGATGTGGTGAGAGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCAAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCATATTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTCACCCCGTCTGATTGGCAAGAGCTAGGGAGG
AGATACGACTCCATTAGGCCCAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGACACGGAGTTTTTCGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTAGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAAGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCTACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGATAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCGGCTGAAGATTCT



TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCACAC
TTACCTGGCAGCAGCACTGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTTTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGATCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|JX101461_1_cds_AFQ55393_1_2/1-3099_lcl|JX101461.1_cds_AFQ55393.1_2/1-3099_p
rotein=structural_protein_protein_id=AFQ55393.1_location=2254..5352_gbkey=CDS/1-
3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGATAACCTCATGGATGCCATGGACAGA
TCGATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAAGCTCTGTTACAGCTTTACAACTTTTTTATCTCAATAAAAAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGACCCTCGTATCAACGATCCTGGGTCT
GAGTCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCTAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCACGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCTTAGACGCTGACACTAGTAAATTTGACTCTGAACCGGGGATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATAAGGCCGAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCACGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTCAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACCAGTTTCCTAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACCAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGCCCACTG
GTGACAGCCGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGTCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCCGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACCAGACGGCAT



AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCATTTCTCCTTACTCGTTCGCAT
GCTACAAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701305_1_cds_AGM20593_1_1/1-3099_lcl|KC701305.1_cds_AGM20593.1_1/1-3099_p
rotein=structural_protein_protein_id=AGM20593.1_location=1..3099_gbkey=CDS/1-309
9
ATGAGCGCTGCCGACGCGCGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGAAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGACAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGACTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTAAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCGACTAGGGCCTTCTTTGGACTA
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGGAACCCCCCAAAGGGAGTCCTTGGGGTACCTGGGCTGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGACTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGAATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTATGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAATCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGAAGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCCGGCACCATGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCTAAATCCCTGACTATATCAGTAGAAAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACA
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTACCACTAAGTATCGGGTC
CATCCTAGTGCGGACACGGAGTTTTTTGTTCTGGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGCTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCCACAACCATCTCCACTCAAAACTATAACCGCCAG
GGGGAGGTAGAGAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCGGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGCGAGAAGGTCTTGGAGAGAGACCTGGAGATGCTCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGCACAGGACCTGGAACCACAAAAACGGAGAAAGTTTCCCTACCGTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCCCCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCATTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|MH778962_1_cds_AXU22770_1_2/1-3099_lcl|MH778962.1_cds_AXU22770.1_2/1-3099_g
ene=VP2_protein=structural_protein_protein_id=AXU22770.1_location=2252..5350_gbk
ey=CDS/1-3099
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA



TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAAGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACGGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTTGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTTAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGCCTA
CAGCGGTTTGCTGACAAGGTGCATTTGCCTCAGAGAGACGTGATGAGAGTCTGGATCACGGGCGGTTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGACCCTCGTATCAACGATCCTGGGTCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGCTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAACGAGATTCTCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGCTGGAAAAGGGGGAGGACTCACCCTGCCGGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAACTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTAATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCTAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGAATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGCGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCACGGGGTGACGACCACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACTAGTAAATTTGACTCTGAACCGGGGATGGGGTTCCTGACA
CCCTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATAAGGCCGAAATCCCTGACTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAATACGCCTATTTTACAGGTTTCAATCCTATTGCTTGGGACCATGTAAACGGTACCACTAAGTATCGGGTA
CATCCTAGTGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATCCTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTGAACCTC
CGTCATAATCCTGTTCTGCCCAGTAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGATATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCTTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCGCGACCCCTG
GTAACAGCCGAGCGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTGCCTGGCAGCAGTACAGGACCTGGAACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCCGAGAAAAATAATCTCGGTGCCTGGGCCCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCGCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACAGTATGGAGTGGGTGTGCGAACCGCGGAAGCACACCAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTATACGGAGTCCGGCGACCCCCCATTTCTCCTTACTCGTTCGCAT
GCTACAAATGATTACCCTCGCTATTCTTTACCTGTGGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KF725661_1_cds_AHC72378_1_1/1-3099_lcl|KF725661.1_cds_AHC72378.1_1/1-3099_p
rotein=structural_protein_protein_id=AHC72378.1_location=48..3146_gbkey=CDS/1-30
99
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGGCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTATTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCACGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGACTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTG
CAGCGGTTTGCTGACAAGGTGCATTTACCTCAGAGAGACGTGATGAGAGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAGGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT



GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTATCAACGATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGGGTGCTGAGGCTGCTGGCCCAGGG
TCTGATCGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTGCCGAAGTGGGA
GGATCAGATGGACCACAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGCGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCCTTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAACGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGCATTAATTTACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGACATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGCCATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCGGGCATGGGGTTCCTGACA
CCCTGGCAGTACTTTGATTTTAACTGCTATATGAATCACTTTACCCCCTCTGACTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACTAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCATGATATTCGAAGACTCCGAGTATACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGCAACCCCGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACAGGTTTTAATCCTATTGCTTGGGACCATGCAAGCGGTACCACTAAGTATCGGGTC
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAAGAACACGCCGCCCAAATACTGCGTAGCGGTGATGGT
ACCTCCTTTGCTTATGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCAGCCGTATGGGCACGTTAAACCTC
CGTCATAACCCTATGCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGTCCGATGCACCTACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTCATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGAGCTAGCAGCGACTTCGATGAGATGTCGGCGATCGCCTACGGTGATCCCACTAGT
AATAATCGGCACTCTCTCATGCCATTTACCAGACAGGCTACAACCATCTCCACTCAGAACTATAACCGCCAG
GGGGAGGTAGAAAGAAATGTACACTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGGTTTGAGGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTTAAAAAACCTCGACCCCTG
GTGACAGCTGAGCGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTGCCTACCTGGGGTGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGAACCACCAAAACGGAGAAAGTTTCCCTGCCGTTCATCCCCCCCATG
CCCGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACGGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTAGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACGGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACGAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTACCAATGATTACCCTCGCTATTCTTTACCTGTCGAGGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>lcl|KC701294_1_cds_AGM20582_1_1/1-3096_lcl|KC701294.1_cds_AGM20582.1_1/1-3096_p
rotein=structural_protein_protein_id=AGM20582.1_location=1..3096_gbkey=CDS/1-309
6
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACACGGTGGTTTC
TGGGATAAAATTAAAGAAGTAGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTTCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGTCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGCGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTAGCGACCATCCTGGGCCT
AAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGAGGGCCGGACGGGAACGAGATTCCCCGTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCCAGGGGGCCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAGGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG



CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGTGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGATACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTTTTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATCTCAGTAGAAAACGTCGTAATCAAAGACGTACATCAG
ACGAACAACGAGACCAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTGATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGACCATGCAACCGGTTCCACTAAGTATCGGGTA
CATCCCAGCGCGGACACGGAATTCTTTGTTCTAGAAGAACACGCTGCTCAAATATTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCTAGTAGATTGACCATTTATTTAGGAGAGGAT---ACCAATGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCATGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTGCAGAGAAATGTACACTTCCAATTGGGGGACATGGCCTTTGCGCGGTCCTCTGCTGAGGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGCACCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCCTACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTTGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGGACCTTTCTGCCGCCTGCTCTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACAATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTTCCAATGATTACCCTAGGTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACGCGCTCATCGTGTA
TAA---------------
>lcl|KC701293_1_cds_AGM20581_1_1/1-3096_lcl|KC701293.1_cds_AGM20581.1_1/1-3096_p
rotein=structural_protein_protein_id=AGM20581.1_location=1..3096_gbkey=CDS/1-309
6
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCAATAGAAGAAACAACTCTGGCGGGCAAAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GATCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACACGGTGGTTTC
TGGCATAAAATTAAGGAGGCGGCCAAGCAGTGGTGGATGGCGGGACACGAGACCTCCAAGGGAGACGAGCTC
GCGCGAACAGTGCTCGATCTGGGAAGGCTATTTATGGCCGTCGTAGATGACAATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATTGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTACTTTGGATTA
CAGCGGTTCGCTGACAGGGTCCGTTTACCTCAGAGAGACCTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGAAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAGCTTGACCTAGACATACGTAATTCCTTAGAT
GCCTCCTACAAGGCAGCAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCCTATCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCAGCTGAGAGTGCTGAAGCTGTTGGCCCACGG
TCTGATGGACAGTCTGGACCGACTGATACGGGGGCCGGACGGGAACGAGATTCCCCCTCTACCGAAGTGGGA
AGATCAGATGGACCAGAGTCCGATGGAGCAGGGGGAGGACTCACCCTGCCTGCATATAGGTATGTAGGGCCC
GGCAACCCCTTGGATTCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCAGTAC
GACGAGCTCATCAAACATGGCCACATACCCTATCTTCACCGGAGGGGGGCGGACACGTTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGGTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGTGACGACGAGGGTGGGGGGATTGTGCGCATCAATATACCAATAAAAATG
GAGAGTGCTGACAGCACCCAACATCAACCTCAAGGTCTTGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGGGGTGACGACTACTCAGACGAGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCAGAACCAGGCATGGGGTTCCTGACT



CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCACTCACTATATCAGTAGAGAACGTCGTAATCAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTGATTGGGCATGCTCAAGAGGGAAATCCGGGTGCGCTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCTATTGCTTGGGACCATGCAACCGGTACCACTAAGTATCGGGTA
CATCCCAGCGCGGACACCGAGTTCTTTGTTCTAGAAGAACACGCTGCTCAAATATTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTC
CGTCATAACCCTGTACTGCCCAGTAGATTGCCCATTTATTTCGGAGAGGAT---ACCAATGAGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTGCCG
GTTTCCACACAACTAAGAGCTAGCAGCGATTTCGATGAGATGTCTGCGATCGCCTACGGTGATCCCACTAGT
AATAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTAAAGAGAAATGTACACTTCCAATTGGGTGATATGGCATTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGCTATGTCAAAAAACCGCGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTGGGAGAAAGACCAGGAGATGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGTAGTACAGGACCTGGCACCACTAAAACGGAGAAGGTATCCCTGCCCTTCATTCCCCCCATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGTTACGAGGACGATATCTGGTGTAAGAAACCATACACTGAT
TGTTCCTTCATGTCTGAGAAAAATAATCTTGGTGCCTGGGCGCTGGTGGATCCTCCGCCCCAAGTGTTTTTT
CGGATGCAGCCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCCCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGCTACACGATGGAGTGGGTGTGCGAACCTCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGGCTCCGATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GCTGACAATGATTACCCTCGCTATTCTTTACCTGTAGAGGCGTTTCGCCCAGAGGGACCCGCTCATCGTGTA
TAA---------------
>lcl|MG345016_1_cds_AWO81948_1_2/1-3096_lcl|MG345016.1_cds_AWO81948.1_2/1-3096_p
rotein=structural_protein_protein_id=AWO81948.1_location=2197..5292_gbkey=CDS/1-
3096
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGGGCGATAGAAGAAACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACATGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTAAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGGGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCA---ATGCCAGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGTGCCGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTTGGGACTCATGAGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCATGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGACTCCATTAGGCCCAAGTCCTTGACTATATCAGTCGAAAACGTAGTGATTAAGGACGTGCATCAG
ACGAACAACGAGACAAACGTGCATGACTCGGGTACAGGTGGCATCATGATTTTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCA
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCATCCGGTACCACCAAGTATCGGGTA
CATCCCAGCGCGGACACGGAGTTCTTTGTTCTAGAAGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAACCTA



CGTCATAACCCTGTACTGCCTAGTAGACTGGCCATTTATTTGGGAGAGGATAACACCAAGGGGCCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCGTGTCTTCCG
GTGTCCACACAGCTAAGAGCTAGCAGCGATTTCGATGAGATGGCGGCGATCGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTTTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTCGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCCCCGGCGGACTTGGACCAACGCACCTCTCTACCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTGGAAGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------
>4837_gbkey=CDS/1-2898
ATGAGCGCTGCCGACGCGTGGAAGCCGGGTGACCGGCCCCCGCTGGAGAACCTCATGGATGCCATGGACAGA
TCCATTTGGAGCAGC------AACAACTCTGGCGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGGCAGGCTCTGTTACAGCTTTACAAGTTTTTTATCTCAATAAAGAAACAAGGGGGATTC
TGGGATAAAATTAAGGAGGTGGCCAAGCAGTGGTGGATGGCGGGACACCAGACCTCGAAGGGAGACGAGCTC
GCACGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGTGGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGAAGGAGCATGATTGACTTCCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGATTA
CAGCGGTTCGCTGACAAGGTCCGTCTACCTCAGAGAGACGTGATGAGGGTGTGGATCACGGGCGGGTATAGA
CCGCAGCCCCCGAAAGGGAGTCCTTGGGGTACCTGGGCGGAACTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTATAAGGCAGAAGAGGAAGACCGTTCGAAAGCGATTCAGGTCCCTCGTGTCGACCATCCTGGGCCT
GAATCAGGAGAGCAACCTCAGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGGACGGGAAGGAGATTCCCCCTCTACCGAAGTGGGA
GGATCAGATGGACCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
GGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATGCCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCGTATATTCACGGGAGGGGGGCAGACACTATGATGGGAAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATCCTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGAGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGCGGATCCTCCGGAGAGCGCCGAC
TCCGCCCCCAAAGCCCCGCCCGCCCAAAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGAGGAGGAA
GAGGGCGCCGGAGACGGGTCGGGAGACGACGAGGGTGGTGGGATTGTGCGCATTAATATACCAATAAAAATG
GAGAGCGCTGACAGCACCCAACATCAACCTCAAGGTCATGGGGGGGGGCCGAGAGCATCCGGCCATTGGCGC
GCAGGCACCATGTTTGGGACTCACGGGGTGACGACTACTCAGACGCGAATGGTTATACTGAGCCCTAAGACT
GACTACAAGCCTCTGTTCCTGGACGCTGACACCAGTAAATTTGACTCTGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTCAACTGCTACATGAACCACTTTACCCCCTCTGATTGGCAAGAGTTAGGGAGG
CGATACGATTCCATTAGGCCCAAGTCCCTGACTATATCAGTCGAGAACGTAGTGATTAAGGACGTTCATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGTACAGGTGGCATCATGATATTCGAGGACTCAGATTATACG
TTCCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCGGGTGCACTGAGTATTCAGTGGTACAACCCTCCG
CAGTACGCCTATTTCACAGGTTTTAATCCAATTGCTTGGGATCATGCAACCGGTACTACTAAGTATCGGGTA
CATCCCAGTGCGGACACTGAATTCTTTGTTCTAGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGCT
ACTTCCTTTGCTTACGAGTTTCCCAGTCTCGAGCCTAAGCGACTGGGTACCCGTATGGGCACGTTGAATCTC
CGTCATAACCCTGTACTGCCTAGTAGACTGGCTATTTATTTGGGAGAGGATTCAAGTAATGGACCAACATTT
TATCAGCCTCAGGGGACTGATCTGGACATATTTCCTCAGGGGTTTATACCGGGGCCAAGACCCTGTCTTCCG
GTTTCCACACAACTAAGAGCTAGTAGCGATTTCGATGAGATGTCGGCAATTGCCTACGGTGATCCCACAAGT
AACAACAGGCACTCTCTCATGCCATTTACCAGACAGGCGACAACAATGTCCACTCAAAGCTATAATCGCCAG
GGGGAGGTACAGAGAAATGTGCACTTCCAATTGGGTGACATGGCCTTTGCGCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGCAATCCTGGTGGGTATGTCAAAAAACCACGACCCCTG
GTGACAGCAGAGAGGGAAGGCCTCGGAGAAAGACCAGGAGACGCCCTTATGGTGCCCACCTGGGGAGCGCAC
TTACCTGGCAGCAGTACAGGACCTGGTATCACAAAAACGGAGAAGGTATCCCTGCCCTTCATTCCTCCTATG
CCTGGTGCTTGCTGGGACGAGCGCCCCCTCTGCTACGAGGACGATATCTGGTGTAAAAAACCATACACTGAT



TGCTCTTTCATGTCTGAGAAGAATAATCTCGGTGCCTGGGCGCTGGTGGATCCTCCCCCCCAAGTGTTTTTT
CGGATGCAACCGCAGGTGGGTCCGCCACCGGCGGACTTGGACCAACGAACCTTTCTGCCTCCTGCTTTGAAC
CAGTATGCCATGTTCACTGTGAGC------------------------------------------------
------------------------------------------------------------------------
------------------------------------------------------------------------
------------------
>lcl|MG345017_1_cds_AWO81950_1_2/1-3042_lcl|MG345017.1_cds_AWO81950.1_2/1-3042_p
rotein=structural_protein_protein_id=AWO81950.1_location=2257..5298_gbkey=CDS/1-
3042
ATGCCATGGACAGATCCATTTGGGGCAATAGAAGAAACAACTCTG---------------------------
------------------------------GCGGGGCGGAGAGGGATCAATGCCCTTCTGAGGCCTGGCTAT
GACCCGCGCATGCGCCAGGCTCTCTTACAGCTTTACAAGTTTTTTATCTCAATAAACAAACATGGTGGTTTC
TGGGATAAAATTAAGGAGGTGGCGAAGCAATGGTGGATGGCGGGACACCAGACCTCCAAGGGAGACGAGCTA
GCGCGAACAGTGCTCGATCTGGGAAGGCTCTTTATGGCCGTCGTAGATGACTATAGGGAGGACCCAGAGATA
GATAGCGTCAGGCGGAGCATGATAGATTTTCTTTACGGGGACAATGATGCCACTAGGGCCTTCTTTGGACTA
CAGCGGTTCGCTGACAAGGTCCGTTTACCTCAGAGAGACGTGATGAGGGTGTGGATTACGGGCGGGTATAGA
CCTAAGCCCCCGAAAGGAAGTCCCTGGGGTACCTGGGCAGAGCTTGACCTAGACATTCGTAATTCCTTAGAT
GCCTCCTACAAGGCAGAAGAGGAAGACCGTCCGAAAGAGATTCAGGTCGCTCGTATCGACAATCCTGGGTCT
GCAGCCGGAGAGCGATCTCGGCCGGCACCTGAAGAGAGGCCTGCTGAGAGTGCTGAGGCTGTTGGCCCAGGG
TCTGATGGACAGTCTGGACGGGCTGATACGGGGGCCGAACGGGAACGAGATCCCACGTCTACCGAAGTGGGA
GGATCAGATGGAGCAGAGTCAGATGGAAAAGGGGGAGGACTCACCCTGCCTGGATATAGGTATGTAGGGCCC
AGCAATCCCTTGGATGCGGGGGAGCCGAGGGGACCCGTAGATACCATAGCTAAGAAACACGATGAGCGGTAC
GACGAGCTCATCAAGCATGGCCACATACCCTATATTCACGGGAGGGGGGCGGACAGTCTGATGGGGAAAGAG
CTTGCAGATGCCGAGGAAGCGGGGAAGATACTCGATAGTTATGATCAGTTAGTGGCGAATGCCGCTAGGGGG
CTGTGGAGGGCTAAGGACACGTTAGCGGATCTCATTGGTGGGGAGCTGGACAAAGTCTTACCGCCCGATCCT
CCCGTACAGAGCGAGGGGGAGGAGTCCCAGAAGAGACCTCGTGAGGAGGAGGATCCTCCAGAGAGCGCCAAC
TCCGCCCCCCAAGTCCCGCCCGCCCAGAAACCAAGACTAGACGTTCCGGAGTACTTCTGGACGGACGAGGAA
GAGGGCGCCGGAGAGGGGTCGGGAGACGACGAGGGGGGTGGGATTGTGCGGATTAATATACCAATAAAAATG
CAGAGTGCCGACAGCACCCAACAGCAACCTCAAGGTCATGGGGGGGGACCGAGAGCATCCGGGCATTGGCGC
GCAGGCACCGTGTTCGGGACTCATGGGGTGACGACCACTCAGACGCGAATGGTTATATTGAGCCCTAAGACT
GACTACAAGCCGCTGTTCCTGGACGCTGACACCAGTAAATTTGGCTCCGAACCAGGCATGGGGTTCCTGACA
CCGTGGCAGTACTTTGATTTTAACTGCTACATGAACCACTTTACCCCGTCTGATTGGCAAGAGCTAGGGAGA
CGATACGACTCCATTAGGCCCAAATCCCTGAGTATATCAGTAGAGAACGTGGTGATCAAAGACGTACATCAG
ACGAACAACGAGACAAACGTGCATGACTCCGGAACAGGTGGCATCTTGATATTCGAAGACTCCGAGTACACC
TTTCCGTATGTCATTGGGCATGCTCAAGAGGGAAACCCTGGTGCACTGAGTATTCAGTGGTACAACCCTCCC
CAATACGCCTATTTTACGGGTTTTAATCCTATTGCTTGGGACCATGCAAACGGTTCAATTAAGTATCAGGTA
CATCCTAGCGCGGACACGGAGTTCTTTGTTCTGGAGGAACACGCTGCCCAAATACTGCGCAGCGGTGATGGT
ACCTCCTTTGCTTACGAGTTTCCCAGTCTCGAACCTAAGCGACTGGGCACCCGTATGGGCACGCTGAACCTC
CGTCATAACCCTGTTCTGCCCAGCAGACTGGCGATTTATTTGGGACAGGATGGGAACAATGCACCTACATTT
TATCAGCCTCAGGGGACTGATTTGGACATATTTCCTCAGGGGTTTATACCGGGCCCAAGACCGTGTCTGCCG
GTTTCCACACAGCTAAGTGCTAGCAGCGACTTCGATGAGATGTCTGCGATCGCCTACGGTGATCGCACTAGT
AATAATCGGCACTCTCTCATGCCGTTTACCAGACAGGCTACAACCATCTCCACTCAAAACTATAATCGCCAG
GGGGAGGTAGAGAGAAATGTACATTTCCAATTGGGTGATATGGCCTTTGCTCGGTCCTCTGCTGAAGATTCT
TTTTATGAAAGATTTGACGAGGACAAAGACTACCGTAATCCTGGTGGTTACGTCAAAAAACCTCGACCTCTG
GTGACAGCAGAGAGAGAAGGTCTTGGAGAAAGACCTGGAGATGCCCTTATGGTCCCCACCTGGGGAGCGAAA
TTACCTGGCAGCAGTACAGGACCTGGAGCCACTAAAACGGAGAAAGTTTCCCTGCCGTTCATTCCCCCCATG
CCCGGGGCTTGCTGGGACGAGCGCCCCCTTTGTTACGAGGACGATATCTGGTGTAAGAAGCCATACACTGAT
TGCTCTTTCATGTCTGAGAAAAATAATCTCGGTGCCTGGGCGCTCGTGGATCCTCCGCCCCAAGTGTTTTTT
CGTATGCAGCCGCAGGTGGGTCCGCCCCCGGCGGACTTGGACCAACGCACCTCTCTACCGCCTGCTTTGAAT
CAGTATGCCATGTTCACTGTGAGCTACACTATGGAGTGGGTGTGCGAACCGCGGAAGCACACTAGACGGCAT
AATTTGGAACCTCCGCCTCCCATGCCTTACACGGAGTCCGGCGACCCCCCGTTTCTCCTTACTCGTTCGCAT
GTTACCAATGATTACCCTCGATATTCTTTACCTGTGGAAGCGTTTCGCCCAGAGGGACGCGCGCATCGTGTA
TAA---------------



S5 Alignment. Alignment of the X-like protein of bovine parvovirus 3 with the reference 
alignment of the X proteins of erythroparvoviruses and tetraparvoviruses, in text 
format. 
We used MAFFT-add to align the X-like protein of bovine parvovirus 3 with the reference 
alignment of the X protein of erythro- and tetraparvoviruses, which is derived from the 
alignment of the PLA2 domain and presented in Figure 6 (see main text). 

>ParvovirusB19/1-81 
----------MDSYLT-TP-MPYHPVAVMQNLEEKMQYYL-V-K-TYTSLGK----L-AYNYPVLTMLGLAM 
SYKLGPRKVLLTVLQ-------GFMTLGIANWLSWE---------------------------------- 
>SimianParvo/1-81 
----------MDLSQIS-EK-LRQNTNPLMNLEEMTQSLL-K-K-TYTKGVE----L-VLHYPLVTTLALVI 
SFKLGIPKVWWTLRL-------GFMILGILNLLNWE---------------------------------- 
>RhesusMacaque/1-79 
----------MDLSLIS-ES-LRQNMNPLMNLEEMTQSLV-K-R-IYTKGVD----L-VCNYPSVITLALVM 
SYRLGPRRVLWMLQL-------GVMISGILNLLS------------------------------------ 
>PigtailedMacaque/1-79 
----------MALSQIS-EN-LRLSMRSLMNLEELTQSL-L-V-KTYTMGVQ----L-VSHYPSLTILGLGI 
LYKLGPQRTWWMLQL-------GFTITGILNLLS------------------------------------ 
>SealParvo/1-103 
-------------------------MSLSQNRSWQEILSP-LE-SGLQTMVI----E-ALHYPALTTLGLAI 
AWKKGPQLLGWTLRL-------AYTILGIVSSRSWALIPTHTSHPLTRNSSRQPPEKRVSRQQWSRLSLS 
>ChipmunkParvo/1-65 
------------------------MWQLFLNQTETLLQNN-LN-EAWQSLIT----G-ASTYPLTGILALAI 
LWKTAPLLTRLTQWL-------VFTTLGTLT--------------------------------------- 
>Human_parvovirus_4/1-83 
----------------------MSESTLLVTAAMKELIPL-LN-QTLSGLPE----A-GLLSPGIIMLVLVI 
LWIVVPLRDQWMRQQ-------NIMMNGTQR-LSMGTSLIYMVTALTD---------------------- 
>PorcineHokoHK7/1-84 
-----------------------MEPIATVATVIKELVPL-VN-QTLNALPSA----PESWSPGTIMLVLVI 
LWIMLPLRDQWMKQR-------NTTMNGTMKCFAMVICHTSMGEGLIG---------------------- 
>YakHoko/1-84 
----------------------MLDQATTVATVIRELVPL-VN-QTLSALPT----A-DSWSPATIMLVLVI 
LWIMVPLRDQWMRQR-------STTMNGTMKCCLMATCHMFMVTGQID---------------------- 
>DeerTetraparvo|NC_031670_1_cds_YP_009315887_1_2/1-/1-84 
-----------------------MESVVTVATVLEELIPL-VN-QTLNALPK----G-DFLSPVIVMLVLVI 
LWIMAPLRAQWTRPL-------NTMTNGTQICYLMGTYHTSMVMEQTDL--------------------- 
>OvineHoko1/1-85 
---------------------MAMAEVSTLATVVQELLPL-VN-QTLNDLPK----G-DFWSPVTIMLVLVI 
LWIMVPLRDQWTRQR-------NIMTNGTMKCYHMGMSHIYTDTGLTD---------------------- 
>RodentTetraparvo/1-85 
----------------------MADLLLPLSSIMRELLPA-LN-HTATELARE----GVSWSPGTIMLVLVI 
LWIMAPLRDRLMRPQ-------RDTMNGTMRCSSMGTCPICMAMGRMA---------------------- 
>OppossumTetraparvo/1-76 
-----------------------MEVSEGLQLLRTIAQAT-AN-QTAEAILPG----AGSLSPAIIMLVLVI 
LWIMAPLRAQWMRRL-------NAMTNGMMSCWVMGMCHT------------------------------ 
>EidolonParvo1/1-77 
---------------------MEEPLLNSALTSLKVLAPL-VN-QTIHSLAE----V-VSLSPATIMWVLVI 
LWIMAPLRAQWMRQL-------AIMTEGMTKCFPTGTSPT------------------------------ 
>BovineParvovirus3/1-99 
MPPSNTSHLQGSLPQIS----HLLSETEMMN----------LE-KSLERLIYKICLL-AWELPGVALLLLLV 

VGLF--LRRRWPQHILGLISSCGTTWPGMIKCILVGPGIPHDGSS------------------------- 



S6 Alignment. The X ORF has a potential AUG start codon in all erythro- and tetraparvoviruses 
Codon-based nucleotide alignment of the X ORFs of erythro- and tetraparvoviruses, derived from the reference alignment of the VP1 protein by using 
TranslatorX, as in Fig 5 of the main text. Numbering corresponds to the VP1 CDS. 
Putative AUG start codons of the X ORF are highlighted in yellow. For each species, the putative AUG start codon is conserved in all isolates (not shown in 
this alignment). Note how the AUGs tend to be in a similar location within erythroparvoviruses (except in chipmunk parvovirus and seal parvovirus), and 
within tetraparvoviruses.

UAG or UGA: stop codon 
AUG: putative start codon of the X ORF 

Erythroparvoviruses
Parvovirus B19  185 UAGUUGCUCGCAUUAAAAAUAACCUUAAAAAUUCUCCAGACUUAUAUAGUCAUCAUUUUCAAAGUCAUGGACAGUUAUCUGACCACCCCCAU---------GCCUUAUCAUCCAGUAGCAGUCAUG 301 
Simian parvovirus  293 ACCUUAAA---CAACAUUUACAAGACUAUAUAGACAAUCCAGAUAAGUACACUUUAGACUUGUCUCAUGGACCUCUCCCAGAUUUCAGAGAA---------ACUGAGGCAGAACACAAAUCCUUUA 406 
Rhesus macaque  299 AUCUACAA---AAACAAAUUGAAAACUAUAAAAAUAAUCCAAACAAAUAUACAUUACAGUUGUCUCAUGGACCUCUCCCUGAUUUCAGAGAG---------UCUGAGGCAAAACAUGAAUCCUCUA 412
Pigtailed macaque 194 UGGUUAAU---CGCAUUAAAAAAAAUUUAAAAGACAAUCCUGAUAUUUACACUGACUCCUUAAGUCAUGGCGCUCUCCCAGAUUUCCGAGAA---------UCUAAGGCUGAGCAUGAGAAGUCUA 307
Chipmunk parvovirus 311 CCGUAGCU---AACACAGCCAAGCGGUUAAAAACUGACGAGGAUCCCUUA------UCCUUUGGGGCCCCCCCACUAACAGAAAACGCCCCGGUUCCCGUUGCGGAGCCAGAUGUGGCAAUUGUUU 427
Seal parvovirus 338 GGAGGCACUAUGGAUCCUCAAAGGAGCAGGGCGCAGCACCCCCCGCUGAUCCCAGACAUAUAGCAGGCCCUCCUCUCACAUCACAGGGCCCG---------GUGUUGGGGGAGCAUGUCCCUAUCA 454

Tetraparvoviruses
Human parvovirus 4 467 UUUUUGAA---GACUCGCUAACGAACUUUGCCAAAGAAGACUUAGACACCUGGCAACAACUCCACGAGCAGUUUAUCAAACUCUUUCACCCU---------CCAGAUGUCGGAGUCCACCUUGUUA 580 
Porcine hokovirus 464 UCUUUGAG---GAGAGUGUAUCUCCUUGGUCUGAGGAAGACAAAAAAAUUUUGAAACAGAUUGAAGGGCAGUUCCAGGAAAUAUUCCAUCCACCCACAGAUACGGAGGAUGGAGCCGAUAGCUACG 586 
Yak hokovirus  491 UUUUUCAG---GGCAUGUUAUCUCCCAUCAAACCUGAAGAUAGACCUAUAUUAGACACCAUACAGAAGCAGUUUGAGGAGUUUUUUUAUCCUCCUAUAGUGGAACAUGCUGGACCAGGCGACUACA 613
Deer tetraparvovirus  491 ACUUUGAU---GGCAUGUUGUCACCUAUUCCAGUGGAACAACAUCCAAUUGUAGAGCAGAUAAAGGCUCAGUUUUUAAAUAUUUUUCAUCCGCCACCUAUAGCUGGAGAUGGAGUCGGUGGUGACG 613 
Ovine hokovirus  491 UUUUCAAU---GGUAUGUUGACGCCGUUUGAUUCCGACCAGCGACCGGUGGUCGAGCAGAUUCACCAGCAGUUCUUAGACAUCUUUCACCCCCCACCAGUGCAUGGCCAUGGCGGAGGUGUCGACA 613 
Rodent tetraparvo 467 ACUUUGAC---CAGUUCAUCACCCCGGUGGACCCCGGGGAGCCCGAGAUUCUAAAGCAGGCCUUCCAGCGCAUGGUAGAAUAUUACCACCCCGCCCCU---CAGGAUGGCGGACCUGCUCCUCCCC 586
Eidolon parvovirus 458 UUUUUGAU---GAGUCUGUGCUGGGCAGCGUUAGCGGAGACCCCGAAAACUUUGCUUUUGUGAAGCAGGCAGUAGUUAGUGCUUUUCAUCCUGCA------GAUGGAGGAGCCGCUACUGAACAGC 574
Oppossum tetraparvo 440 UUUUUACU---GACUCUAUUAGUGCGGGUGUAGCUGGAACA---CCACUCUGGGGAGAUACUGCAGAAGCUCUCAUGUCGGCCCUU---------------GCAGGGAAUGGAAGUAUCAGAGGGU 544
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