Data S1. The consensus sequences reconstructed for ERPVs
The consensus sequence of PglaV_1

#Nucleotide sequence
>PglaVv_1(7,421 bps)

ORF1-
CAATGTGAAAATGTCTTATAAAGAAATGAAACAGAAAGCAGTAGAAGAAAGTCAGAATGCTAAAA
ATGAAATATCAACTATTTCTCGTCTGTTTGGTTCAATGAGAATGCGTGATGTGAATAGTT TCAAT
AAAGTATATAAAGAAGAAAAGCCTCTCCCTAGGTGGAAACTTCCTAAGTTATCTGCTAAAGATAT
TTATGATGATATGCCTATGTTTCAACTACGTGCATCTTCTCAATTTAAAATCATTGAAACAGTCT
CTGAAGTCCAACAAAATGCATCTGATCATTGTATTATCCCTACCTTAGACCCTGATGAAATTAGG
ATTGAAGCCAAAAAATCCAGAGAAAACTTCCTACATCTCGGATGTATCAGAATAGGCATTGAACC
TCTGCACAGAGCTGGTATACCTGCATTCGCTCTTATTGTTGTGCTTGATAATCGTTTCAACAAAT
TTGTCCATGCTCTAATAGGAGGGGTACAAGGTGATCTTGCCAGAGGCCCTATCTGGTTTGACTGT
CATCCAAATTTCAGAGTTTCTGTCACTGACCCAAACCTCAAAGATATATTGCAAGTCAAGGTTCT
CACCAAAGGATATGATATGAAGCCTAGTTCTGAAAATATTGCAATCCATTATAAGTTGGCACTCA
GATATACTAACACTCTCTGTCCAACAGTTTTGCATGCACCTGATAGAGATTCAGAGAGTTCTACC
TTAGTATATACCTCTGCAGACAATGCCAAACTTGTTCCCCAAGCCATTTCATGGGAACAATTAGA
TTTTCCTACTGAATGGGTAGTGCAGGCTCCTAAGCCCTCACCCCAAATTACTCTCAATACTGCAG
ATATTGCAGAAGATCATACTCAAGCAGTTATTCAGTTTCCTCCAAGAAGGTTTGTCTCTTCTAAG
TCATCATATCCTGCATCACATACAACCAGACCTGAATGTTCTCACACTCCCATTTTTCAATGGCC
ACCCATTCCAGGACTCATCCAATGCCCTTTATGCTCTGCTCTTGTCTCTAACCAGTCYTCTCAGA
GCAGCCAACGTGGTGAAGTATTTTTAAACTTTCCATCTACATCTTCTTTTCCATCTCCAAAATTT
GAAGGCATAGATCCACCCATTTGTACTCATGAACCCATCTGGATGGCACCACCTTCTATTCTTCC
AAGACAATGTCCTCTATGCCTTAAGATGGTCAATACCCAACCTCAAGTATGCTCTCCTATACATA
AAAACCATAATCCCAGAAGTGATTATCCTCCAGCCTCGATCTCAAAAGAAAGTTGTCCTCATCCA
AAGTGTTCTGATACAACAGACATAGATTTTCCACATGAAAGCCATGTCTTAATGATGCATCATAT
TCCTGAGCTAGAAACAGATGATCCTAGACTCAGAGAAATATTTAGCTACTGTAGACCACCGGGAA
CTCCAAGATATGGATTAGGGTATATTGAACAAACAGATGCAATAATTCCATCCTGCAGATTTGAA
AATCCATTACCCACAGGACTACAAAAACCATCAGTCCCAGAGATGCACAAATTATTTTCCCTTAT
GAATGGATGTCCTAGAAGAAGAGTAAACATAGACTGGATTAAGAGAATGTTAAATTGGGATCTGT
TTACTCATCCCCAAGCCAAAGAATTTAATGCCACTACTTCTGCAGAACTAAAGAAAGATTTATCT
GAGCAATGGAAAACATATATGTCAATAAAGGATTTGTGGATATCCTTTTATGAATGGTACAAACT
TTCCCAAAAGGAAGCAATTCAAATGATGTCTTCCAAAGAAAGTGTCAGTACCAAACACAAATGGA
AAGCCTTAGATGGACAAACAACTGAGACATATTTTCCTTTTCCCCCTTTTAAAGGAATCATTCTA
GGAGAAGAGGAAAAACAAACTAAGGCTACTCCCCTCATGATTCACAAGGAAGAATCTCAACAAAC
AAATTCAGAGAAAAGACTCCAAAGTGTGTCTGAACAGTTAAATTGGACAAATACTTCTCTAAGAG
GGATGGAAGCACATACTTTTGTAACCAATGACTATGCTAGAAAGCAACAAATAGATCAACTTCAA
GTCTCTACAAATCAAGTTGCTTCCAGTATAAACTCTGTCAATTCCCAAGTCTCTGAAATCAAAAA
CACTTTAGAAAGTGAAAAAGACTCTTCAAAAAGAGACCATGAAGAACTAATGGAAGGATTAGGTG
AAGCTTTTAAGAACATAGGGGAATCTATTATTAAAGTATCAGAAAAATATGGAAAGCTTCCTGAC
AAACCAATTCCTAGTTCTTACTTATTTCCACAAAAGGTCTCATCAGTAAACTCTACAGTCTACAT
TCCTGAAGAAACTGATTTGAAGAAAAGGTTTCCAGTCCATTTTCCCCCAGAACAAGAAGAATCAT



CCTCAACTCATCTTCTGGTTACACAATCTCATATTCTCCCTGCTAAAGAACCAGTTCCTTGGAAC
ATGACTAGGGTTCCAGCTCCAGACCTTTATGGAAAAGGAAAGCTACCAGAGGCACAAACATTTAC
AGATGAAAATTTCCCAGAATGGAACATAGATAGTATGACCACAGGCCAAATCCGTCAAGTTATAG
ACATAATGTATGTTTCCTACAGAGTCATGTGCATGAAAGGGAAAAATGAAATAGAAGCATGTAAG
TCTATTATACAATGTTTTACAGGAACTTTGGCTAAATGGTGGGAAATAGAGTCTTCACCTGCCCT
AGTTGAGAAAATGGAAAAGGAACAAGTTAAAGATGAAAATGGGGATATAGTATTTAAAGAAGATG
GCCAAGCAGAAAATAATATGATAGGTGCATTAACTACATTCATTCTTGAGCATTGGTGTGGAACA
GAACATGAACTCTCTGATAAACATGCCATAATTCTAATGGGAATGAAATGTAAGAGAATGTCCAA
TTATGATGATTTTCACAGAGAATGGACCCAAAGGATATATGAGGTAAAAGATAGCAAAAACCTTC
TCTGGAAGCAAGTATATCTTGCTTCTCTCCCCAACAAATTTGTTGAATATTTAAAAGTACAAAAA
TCTTTTGTTCAACCTTATGAGCTTTATACTTGGGGAGAAATTTACACAATCATTACCTCTGCCCT
AGTAGGATTGTGTGCTAACATGAAGGTTACAAAGTCAATACAAAAGCTATCAAAATTACCAGATA
GTAGATCTATCTGCGAAAAATATGGTATGACCCTAGATGACCCAGTTAGAAGAAAGAAAAGGGAA
AAGAAATCCATGAGACAAAGATTCCAAAAATATGATAAGGGAAAGCCCAAGTCTTACCAAAAAGA
TAAGAGGAAAATAGGTCATTATAAGAAATACACAAAGTCTCATTATTACTCCCCAGAAGACATCA
AATTGCAATCTTCCAAACAACAAAGTAAGGCCAACCTAACTTGTTGGTTATGTGGACAACCAGGA
CACCTGGCTAATAGATGTCCACAAGGAGAACAATCCAAGAAGAATAAAGGTAAGATCTCACAACA
AAAGGCAAGACAAAAGGTTGAGTCTTCTAGGAAAATAATCTCAATTCGCTGCAACAGATGTGGCT
CAAGTCACCATGATACAAATCAATGCCCACATCATCCTTTTCCTAAGAGGGAAGAAGTTCATATG
CTTCAGGAAGGATGTTGTCAGTCTACTGACACTTCTGAATTTGAATATTTCTCTAGTGAATCCTC
TGATGAAGAAATGTTACTTATAGAAAATGATTGCAGCTGTAAAGATCCAAAGTTTTGTATTTTCC
AGACAGAGTCTTCAAGTTATGAAGAAACAAAAGATGAAGAAGAAGAAGAAGATGAAGATGAACCA
GAACCTAAAATATGTATGGCTCAAAATCAGTCTGATGGAGATGCTCAGATGCTGGCACAAATCAA
AGCATTTCCAGAAGGAGAAATGAAGGCTGCACTTTTAGATTCATTTCTAAAAACCATGGTAAAAT
CTCAACAACCAACAACAACCACAAACTCAGGTAAGAAGCCATTGTTCATAGATGCTTCTTTTGAA
AGGAATACCAAGTCATTTATTAGACAAAACCAGAATGATAAGATGAGACCTTTGACTATAAATGA
TTTGGGAAAAGAAATAAATATTCTTAAGAAGGAAGTTGCAGAAATAAAGCAAAGATTAGAAAAGA
TTGAAAAAGAATCAGAAATTGAGGATGGATACAAAGTTGATTCATGGGCTAGACAAGAAATAAGA
GGGTTACAACAACAAATCCAGGCCCTGCAATTCATGCCTTCCCTAGAAGAAATTCCTCAGAATGC
AAATGCCAACATTAGTACATTTGAAACAAATTCTATAGAAGGTTTGAATTCTATGAGAATAATGG
CCATCCAACATCAACAATATCATGTGATGATTAAGCTGAATATTCAAGGTCAAATCTTTAAGTTG
AAAGCATTGATCGATTCAGGATCAGATTTTAACATCCTAAATAAAGATTCTATTCCTTCTTGTTA
TTGGTTAAAAAATAACAATGCAGCCATTGGGCTAGGTAATCAAACCCTAAAGATGGAATATGAAG
TTGAAAGGGTCAAGTTATGTTTTGGACCTTACTGCTTGAATCTGAAGTTTTCACTTGCAGAAATT
CCAGTACCTTGTCTTTTAGGTACTCCATTTTTGGTTGTTGTTGAACCACATGGTTCTGAAAAATT
ACCAAATGGAAAATCTGGATATTTTATTACAATAGCAAGGAGAAAAATTGTACTCCCATTTGTAT
CAGTCCCTAAGTTGTCCACAATGGTTCAAATGTCTCAGACTCTTATAGAGAAAGAGAAAAAGATT
CAAGAACTCCAACAAATGAAGAGCAACCAGAGGATTGATCAACAACTCAAGGAGCTAAAGATTCA
AGACAGGATTAGTCAACTGCAAAAAATATTTGAAGATCAGGTATGCTCAGAACTCCCAACTGCAT
TTTGGGAAAGAAAAACTCATTTTGTTGAATTACCATACAAAGATAGCTATGAGGGAAAACCTTGT
AAAAGCAGAGCAATACCTATGAATGCTAAATATCAGAAATTGTGTTCTGAAGAAATCCAAGGATT
ATTGAAAAAAGGATTGATCAGAGAATCCATTAGCCCATGGAATTGCTATGGATTCTATGTTAATA
AACATTCTGAGCAGATTCGAGGAGTCCCAAGATTGGTAGTAAACTATACTCCTTTAAATTCAGTC
CTAGCTGATGATACTTATCCTATACCCCACAAATCCAGTCTGGTCAATAGAATAGAAAATGCAAA



GATATTCTCAAAGTTTGATTTAAAATCTGGATTTTGGCAAGTGGCTATAAAGGAGGAAGACAAAT
TCAAAACTGCATTTAGTGTTCCTGCAGGTCACTATGAATGGAATGTTATGCCCTTCGGCCTTAAG
AATGCTCCGAAAAAATTTCAAAGGGTTATGGATGACACTTTAAAGGCATATTTTGACTGGCTAAT
TGTCTACATAGATGATATATTAGTCTTCTCAGATTCCATAGACCAACATTTCAAGCATTTGGAGA
TGTTTTTAAAGGTCATCAAACAGTCTGGTCTAGTTCTTTCTAAAAAGAAAATGGAGCTCTTTAAA
ACCTCTGTCAAATTTCTAGGTCACACAATTTCAAATGGCCAAATTTCTCTTCAGACCCATGCAGT
GGAATTTGCAGAAAAATTTCCAGACAAAATAACTGATAAGACCCAACTCCAACGCTTTCTAGGAA
GCTTGAACTATGTCAGTCATTTTTATAAAGATTGTGCTAAAGATAGAAAAATTATGAATGACAGG
CTCAAAAAGGATCCTATGCCTTGGACTGAAGCACACACTGAGGCTGTGAGAAAAATAAAATCTAA
AGTCAGGCACTTGCCAATACTGCATGTTGCAAGTGATGAACTCTTTAAAATTGTTGAGTCTGATG
CCAGTGACCAAGGATGGGGAGCAGTTCTTAAACAAGTTAAGGCAGGGAGATCAAAGCCACATGAA
GAAATCATACAATTTGCTTCAGGGACCTGGCTTGACAAYGAAAAGAACTATGCAACAATTGACAA
AGAAATAAAGGCAGCCCTCAATGCAATCAATAAGTTTGAAATCTATCTCATCAATAAAAAAATTA
TGCTCAGAACTGATGTTGTTGCAATGAACAAGGTGTTACATAAGAAAATCACTAAAGCAAGTGAA
GCAAAATTTGCAAGATGGCAAGCTCTATTTGCAAATTTTGATTTTGATATTGAACACATCAAAGG
CTCTGAAAATTCTATCCCTGATTTTCTCAGTAGAGAAAACCTTCAAGCGAGCGTGAAAANCAAGA
GGAGGGAACAAGCGAGCGAGGACAAGCGAACRTGGTTACAAAACAAGAAAGATCAAATGCAGAAA
ORF2- ~ORF1
GCCATTGTCTGGTCATTGTTACTGAATGGAAAAATGGAGGTGAACAAATAAGGAATATCCCAGAC

AATGAAGATTGGGAAGTATATGCCCAATTATGGAAACCTACATGGAAACTCAGAAGAACTGAAGT
TCTCGATATGAATTTGCAGCCAATTCATCTCCTACCAAATTATGTTCCAGAACTCAGAAGAATCC
CATTTTATACTGGAAACATTCCAGACATGCTTTATGACAGATCGACCAGAGCTGCAGCTGATGCT
ACTTCAACTTTATGCTACACCTTCAGAGATATAAACTTGATTTGGMAACAGTTTAATAATAATAC
AGGATTATGTCATCAATATTTTTCACTTGATAGACCCCGCTCCTATGCTCTTTGGCCAGATCAAG
ATCCCACACAGAAGTTCTTCGGAACATACATGAATTACAGTGAATACAAAAAGGCATGGTGGAAT
TTTCTCAGGAAAGAGAATAGGAATAAGACATATTTCACATTATTGAAATTCAGAAGTGTATATAC
TAGTATGAGGGGATTATATCATGTTTGGCTATCAGATTGGTGGAGAGACTTCGGCATCAACAAAA
GCGCAGTGGACCCAACATACTTAAATATAGAATGCACAACCAAAGATATTCCACTAAGAGAAATC
TGTGATCTCTTTGAATCTGACAGAATTACTGATGACATGATCTTGTCAATGTATGCAACTCATCA
TCTCCAATGGCTTGTAAAAACGAGAATCTCTGCACAATCATTCCAAGGACGAACAATCATAGTAC
GTAAGCTTTACTCAAAATCTTGGGAAACTGGTGGAGGCTATTCCCAACAATATAATATGGGGATG
—ORF2

TTTTGTGATCATGACTAATATCTTCTCCGTATGATTTTCTTTTCATGCAAATCCTTAGAACTCAG
AGCACTTCTCCGACGTTTGGTGCGGTTTGACCCACATTCTAAGGAATCTATTGGAAAGTAAAGCA
TTTACGGAAAATATTGTCAGTCTGTACTAAAAGAGTTTGTCGACCATTCAGGATGATTCTTGCAC
GTTTCGTCGGT

#Protein sequences
> PglaV_1 (ORF1)
MSYKEMKQKAVEESQNAKNEISTISRLFGSMRMRDVNSFNKVYKEEKPLPRWKLPKLSAKDIYDD
MPMFQLRASSQFKIIETVSEVQQONASDHCIIPTLDPDEIRIEAKKSRENFLHLGCIRIGIEPLHR
AGIPAFALIVVLDNRFNKFVHALIGGVQGDLARGPIWFDCHPNFRVSVTDPNLKDILQVKVLTKG
YDMKPSSENIAIHYKLALRYTNTLCPTVLHAPDRDSESSTLVYTSADNAKLVPQAISWEQLDFPT
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EWVVQAPKPSPQITLNTADIAEDHTQAVIQFPPRRFVSSKSSYPASHTTRPECSHTPIFQWPPIP
GLIQCPLCSALVSNQ?SQSSQRGEVFLNFPSTSSFPSPKFEGIDPPICTHEPIWMAPPSILPRQC
PLCLKMVNTQPQVCSPIHKNHNPRSDYPPASISKESCPHPKCSDTTDIDFPHESHVLMMHHIPEL
ETDDPRLREIFSYCRPPGTPRYGLGYIEQTDAIIPSCRFENPLPTGLQKPSVPEMHKLESLMNGC
PRRRVNIDWIKRMLNWDLFTHPQAKEFNATTSAELKKDLSEQWKTYMSIKDLWISFYEWYKLSQK
EATIQMMSSKESVSTKHKWKALDGOQTTETYFPFPPFKGIILGEEEKQTKATPLMIHKEESQQTNSE
KRLOSVSEQLNWTNTSLRGMEAHTFVTNDYARKQQIDQLQVSTNQVASSINSVNSQVSEIKNTLE
SEKDSSKRDHEELMEGLGEAFKNIGESIIKVSEKYGKLPDKPIPSSYLFPQKVSSVNSTVYIPEE
TDLKKRFPVHFPPEQEESSSTHLLVTQSHILPAKEPVPWNMTRVPAPDLYGKGKLPEAQTFTDEN
FPEWNIDSMTTGQIRQVIDIMYVSYRVMCMKGKNEIEACKSIIQCFTGTLAKWWEIESSPALVEK
MEKEQVKDENGDIVFKEDGQAENNMIGALTTFILEHWCGTEHELSDKHAIILMGMKCKRMSNYDD
FHREWTQRIYEVKDSKNLLWKQVYLASLPNKEVEYLKVQKSFVQPYELYTWGEIYTIITSALVGL
CANMKVTKSIQKLSKLPDSRSICEKYGMTLDDPVRRKKREKKSMRQRFQKYDKGKPKSYQKDKRK
IGHYKKYTKSHYYSPEDIKLQSSKQQOSKANLTCWLCGQPGHLANRCPQGEQSKKNKGKISQQKAR
QKVESSRKIISIRCNRCGSSHHDTNQCPHHPFPKREEVHMLQEGCCQSTDTSEFEYFSSESSDEE
MLLIENDCSCKDPKFCIFQTESSSYEETKDEEEEEDEDEPEPKICMAQNQSDGDAQMLAQIKAFP
EGEMKAALLDSFLKTMVKSQQPTTTTNSGKKPLFIDASFERNTKSFIRQONQNDKMRPLTINDLGK
EINILKKEVAEIKQRLEKIEKESEIEDGYKVDSWARQEIRGLOQOIQALQFMPSLEEIPQNANAN
ISTFETNSIEGLNSMRIMAIQHQQYHVMIKLNIQGQIFKLKALIDSGSDFNILNKDSIPSCYWLK
NNNAAIGLGNQTLKMEYEVERVKLCFGPYCLNLKFSLAEIPVPCLLGTPFLVVVEPHGSEKLPNG
KSGYFITIARRKIVLPEFVSVPKLSTMVOMSQTLIEKEKKIQELQOMKSNQRIDQQLKELKIQDRI
SQLOKIFEDQVCSELPTAFWERKTHFVELPYKDSYEGKPCKSRAIPMNAKYQKLCSEEIQGLLKK
GLIRESISPWNCYGFYVNKHSEQIRGVPRLVVNYTPLNSVLADDTYPIPHKSSLVNRIENAKIFES
KFDLKSGFWQVAIKEEDKFKTAFSVPAGHYEWNVMPFGLKNAPKKFQRVMDDTLKAYFDWLIVYI
DDILVFSDSIDQHFKHLEMFLKVIKQSGLVLSKKKMELFKTSVKFLGHTISNGQISLQTHAVEFA
EKFPDKITDKTQLORFLGSLNYVSHFYKDCAKDRKIMNDRLKKDPMPWTEAHTEAVRKIKSKVRH
LPILHVASDELFKIVESDASDQGWGAVLKQVKAGRSKPHEEIIQFASGTWLD?EKNYATIDKEIK
AALNAINKFEIYLINKKIMLRTDVVAMNKVLHKKITKASEAKFARWQALFANFDFDIEHIKGSEN
SIPDFLSRENLQASVK?KRREQASEDKR?WLONKKDOMOKAIVWSLLLNGKMEVNK*

>PglaV_1 (ORF2)
LVIVTEWKNGGEQIRNIPDNEDWEVYAQLWKPTWKLRRTEVLDMNLOQPIHLLPNYVPELRRIPFY
TGNIPDMLYDRSTRAAADATSTLCYTFRDINLIW?QFNNNTGLCHQYFSLDRPRSYALWPDQDPT
OQKFFGTYMNYSEYKKAWWNFLRKENRNKTYFTLLKFRSVYTSMRGLYHVWLSDWWRDFGINKSAV
DPTYLNIECTTKDIPLREICDLFESDRITDDMILSMYATHHLOQWLVKTRISAQSFOGRTIIVRKL
YSKSWETGGGYSQQYNMGMFEFCDHD¥*
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The consensus sequence of PglaV_2

#Nucleotide sequence

>PglaV_2 (6,987 bps)
TGGTATCAGAGCCATAAGTGTTGTCTGTCGAGATAGTTTCTGCCTGAGCAGTCGGCCAAGAGCCT
GTCTAATCTCTGTATCTTCAGAGACATAAGACTAAATGCCCTGCTTTTCTGTGCAGTTATATCTC
AAGTCTTTCAACAACATACCTCCTGTATGTTATATGTAACAAGCTTACAGATTAATAAAAATTAG
TGTTTATGATGTGTCGTCATTTTGAATGAGCCTTGTATCTGAGAAAATCTGATTGTGAGACGTGC
AAAGTTCCGTTAAGGTGAAGTGATTTACTTCTAGTGGTTTCCAGCCGTCGTTGTAGGACGTGTAA
GTCAGCTTTTGGTGCCATGTGAAGGCTTGTTGCTGCAAAAGTCCTGTTCCCATTGTAAGTGAATC
TTACCATTTTAACTTTTTCTTAGCTGCAATACTCAAAGGATTTTCGTCAGAAGTAGTAGTAATTC

—-ORF1
TTAATGGCTACACCACAGGACACTTCTTCTCATGATCTGTCTGCTAAAGTTACTTATAAACCATC
TAAGTGGTATGATAAGTTATTGAGTCAGTCTTCTTCTTCTCATAAACAATTATATAATACYMGGT
TAATTGCYCAAGAGTATGAGYCAGAYCCTAACTGGCGDATGCCTCADATHCCGGCTTCTGADATC
TATGATCTCCCTGTCTTTAAATTTCGTGCTACTACTTTAATACGTTATTGTTCTGTCAATGTACC
GATCTCTCTCGGTCAGTCTGTTTATCAGATTCCTCTCATCCAAGAAGCCGATATCAATTGGGGAC
TAGAAAATGGCTATGAATATATHCATATCGGGTTAATCCAGTTTGGTATCAATCCTTTGGTTCGA
CCAGGHCTTGATACCTCTGTGCTTACATGTATTATTGACTCBCGTCATAATAATTTCCADGATGC
CCTTATTTCTGGTTTCCAAGCCCCTCTGCATAATGGCCCTGTCTGGTCTTCTGCCTTACCTCGTT
ATCAAGTTTCTCTBCGAGATCCTTATATTAAYTCCYTGTTACAAGCCTATGTCCAATTTGCTGGA
TTTAATATGGCTGAAGGATCYAAAATTGCTCAGTTACATTCTTCTATTTGCCTCCGTTTTGTTTC
CACKACCATGCCWGCYCTYAATCCTAAWCTSYTGAARCGCGCYACTWSTGAAAGCGTGGTGGTTG
GTCCCGGAAATGTWTMTCCCYTAACTCTTGGKTTTTGYCAAYTAACTGAAATAGAAGARTGGTCT
GCAGATTATGWTCCAATWTCTGCAMAAATTCWACCTCCTATGCCTAAAGAACTNTCTGTWGAAAC
ORF2-,
TAAYGCTRMAGGWAAACCTGTTCTAAAGCTAGGAAGGTCTCAAAGYACMWGRATACAGGATCTTG
ACAGACAATTMTCTCATCTWTCTRCTAGYWCWTCAAGATCTGATTCTGCAAGACATACNNNNWGY
~ORF1

TAATAAYTCTCCTACTAAACACCCTGTATATAAACCTGTTGCTGGTAGATCTAAGTTAGATGATC
ATCTACTAACWCACCAACAAGGTTCCAAAGATTGCTATTATTGTAAAAAGAAATTCCCTACTCAG
GAACCTTCTGTAAATTCTGATCTAACCTCTTATCCATCTGTTCCTAAGAACTTCAGAACCTAYCA
GACCAAGGTTGAACATCATGGTCAACATRCAGATTGTTCTGAATGTCAAGATCTGGCAGTCCCTA
CTATTAAAATGTTTGACTCTCCATTACCAAGAAGTGGAAGAGATAAAAGGACTGAACTACCATAC
AGAAGTCTAGGTCCAGGGAATCACATCCCTAAATTCCAAAATGATATGGTAGCAGATCTCGATTT
TATTAAATATAGGAAATCAGATGCTGACCCTTCTCAAGATATAATTAGACTTCAAAATTATTCTA
ATTATCAATCTGTCTGCCTTGCKCAAAATCTAGATGATATTGCACAAGATGTGATCAAAACAAAG
ACTCATTTAAATGGATTACATTCTGAAATTGATCACATAGAACAGAATCAAGAAGAAATGAAGTC
TCAGTTACATACTATTCTTGAGAAATTAGATATTATTGAAAAAGCAGTTGCTTCTTTGAAATCTT
CTTATGAAGAAGAGTCAAGACCTTCTTCTCCAATACTAATACCTGACATAGCACAAGATGCTACY
TTTTCTTTGTTTGGTCCTCTTGACTCTGMTGACCATAAACAACTAACTCTGAAGCAATTAGCTAC
TAGTTTGTCTAATCCTACTTTAGCTAGAATAGCTGAAGTTTTACAACTTGCTATTGAAAAGATTA
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ATYTGGTTAAAASCCAAATTACTGATCTAGAAAACCAGATTACTCAAGCYAAARCAGCAAGTCTA
GCAAGCCAACTAACAAAATTGTCCATTGTACMTATAACYTCACCTGATTCTTTTGTACAAAGTNT
TTMAATAAAAGCAATGGATGGAGAATCAAAACCWACTGATTCTTCAGAAGAACCAAAACCATCCC
CTGGTGAATCTTCTGGTACATCTTACCAGTCTGCATGGGAAAAATGGTGTAATGCTAAGTACGGA
GGAAATAARAAAGCMCCTATGGATATTGATGGTCAACCTACAACTTCTATTAAACATGTTGATAA
TGCCCCAATCTCTGATTTTGATTGTAAATCTAAAACAGAGATTGAAAATATTATTCAAAGATGGC
AATCATGGGCTAAAACACAAAAATTGCTCCATAAAGATAAAGTCTCTTGGAGTGATATAGCCTTA
CGAATTACTTGGGGTTTTGTAGGTAACTTAAATWTITTGGTGGGAAAGAGTAACTCCTAGAAGTAA
GCTCAGAATACTTGAACATGAAAAACCCGTGGATGAGCTTGTTAAAGCTGTTGTCCATGAATTCT
ATGGAGATATAAAAATCAATATGAGTCATTATGCTGATCTTTATATGAATCAAAGATTATGCCAC
CTTTCCCAGTTGCCTAAATATTTCTGTACTATGCAAACTCTCTTATATAAGGTACCTGATCCAAA
TAATACWGCCTATCTGAGAAAATATTTATCCTCAATGCCTGGAAAAGTACCTGATCTTGTCAGAG
AAAGATTAGAAGATTTAGAAATTGATATTTCTGAACTATCTCTTGCTGGTTTACAAGAGCAAATT
GTCACTGCTCTGCAAAAAGAATGTATGAGGAAGAAGACTGCAAAATCCTTAAAGAAACATYTAGG
ATTTGATTCTTCAGTTTGTGAAGTTTTTACAGAAACATCTAGTTTTGGATGTWATCAGAAGAARA
AATCAAAGAAATGGTCTAAAAATGACTGTGGTTGTTCTGATTGTAAAAATCATAAAAAAAGAAAA
TTTACTARGAAATATCCTCGTAAATTTTCTATACCTARAAGAAAAGTTTTCTTTAAGAGAAGACC
ACARAATGCTAGAGCCAAGCCTTCTTCATGCTTTATCTGTAAAAAGCCTGGCCACTGGGCATCTC
AGTGTCCTCTGCGGTCRAAGACRAAAGCCCAAACTAAAATTATGGATTTATTCTTAACTGGATAT
GATCCAGCTGAATGGGACTTAGTCTCTAACCGTTCAGATGGTGAATACCTATCCCTTACTGAGGA
~ORF2
ORF3-
TAGTGATTCCTCTCTGGACCATGATTCTCCTCCTCNNGAATGACCATCTCTCTGATTCTGATTCT
TWCWCTTCCCAGYTTGGAAGCACTAAATTTTTTAGATATCAAAATGATGTCTTCTTTTGTAGATC
TCAATTCTCTTCTCTCTCAGAGATCTACTCTCCAACATAAAMTGTCAGCTCTGACTCCTGGACAG
TTTCACCTTTCTGATCGMTATGCTTCTCAAATTGCACCTCTTACTGCTCAAATTGATGCCATCCA
GCAGCCAAGCGTGGTGAATATTCACCATTAYACTCCTACTGATGCTGAGTTTGTGCGACCAAAGC
CTAAACCTATAACAACAANANATACTTCTAAAGGAAAAGCTATAATTCCTTATTCTGCTTCTATT
AAAGATGATGAATCTTTAGATAATACCATCTTTCATCTTGAAGAAGAAATTAGAGAAAAAGAAGC
ATTAGTACAAGATTTATGGAAAACTTTGAAATTACAGAAAGAAGAATTAGAATATCTCAAAAAGA
AAAGAGATGAAGAATTTGAAAAAGAGATATTCAATAAAGAGTCAGAAGCTGAATTCTTTGAAACT
AAAATAGTCAAAGGCCTAGATGACAGATTAGTCATCTCTGTAAATATTAAAGTCCAAGGATATCT
GCAATATACCTTAGATGCACAATTAGATACTGGTGCAATGAATTCCTGTGCTAAACATGGAGCAA
TACCTGAATATTATTGGCAGCCTGTAGATATATCTTTTAGAGCTGTCAATAAAACTGAATTAAAG
ATTAAACATATAGCTCCAGATTTTCCCATWTACATACAGGAAGAAAAAGTACCAGTAACTCTATA
TAGTTTTGATACAGGTGCAGATATACTTTTAGGMCAAGACTTTGTAAATAAGTGTCTTCCTTTAA
CTGTAGGAAATAATTTTGTACAGTTAACTATTAATGGCAAACCTTTGAAGATTCCAAGTAAATCT
ACCTTTGAAACAAGAATTGCAGTAAAAGAAACTACTCAACAAGTTGAAAAATCTGCTAGTAGTCT
TGCACGAATCCAAAAGATAATTGGACATGCTAATAAGCATGGAATGGAAATTATAAAAGAAATAA
AAGAAAAGATAGAATCAGATTGTACATCTGATTATCCTAATGCCTTTTGGACCAGAGAGCAATAT
TTTGTCAGTCTGCCATATAAAGAAGATTATATTCCCAGACCTCAAAAAGCCTCTGCTAATCATAT
GTCTCCTACAGAACTTGAATATTGTCAAAAGGAGATTGCAGAATTATTGGAAAGAAAATTGATAG
AAAATAGTAGAAGCCCTTGGGCATGTCCTGCCTTTTATGTCAATAAACATAGTGAGCAGAAAAGA
GGAAAACCAAGAATGGTTATAAATTACAGAGCTTTAAATGAAGCTTTGTTACCTATAAGATTTCC
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TTTGCCCTCTAAAGAATTATTATTTTCTAAGATTGGGAAATGTAATGTCTTCAGCAAGTTTGATC
TGAAAAGTGGATTTTGGCAAATAGGSATTATACCTAAAGATAGATATAAAACTGCATTTGTTGTT
CCTCAWGGACAATATCAATGGAAAGTTATGCCATTTGGTTTGAAGAATGCTCCATCAGAATTCCA
GAAAAGGATGGATGATATCTTCAAACATTTGAGTTTTGTMATTGTATATATTGATGATTTACTAG
TTTGCTCTGTAGATATGAAAACACATGTACAACATTTGAAGATTGTTTATGATCTATTGTATAAA
CATGGATTAGTGCTCAGTAAATCCAAGCTATGTTGGGCACAAACAAAGATTGAATATCTTGGATT
AATACTCTCCCAAGGAGAAGTAGAACTCCAAGATCATGTTTTGAAGAAATTATCAGAATTCCCTG
ATGAAATTCTGGACACAAAACAACTACAAAGATTCCTTGGATGTTTAAATTATATCCGACAGTTC
TATGAGAAYCAAGCTAAAGATGTCCGGATATTACAGAAAAGATTAAGTAAAACAATACCATGGAA
TTATAAAATGACACAAGCAGTCCAGATAATCAAGCAAAAGATCCAGAATCTGCCAAAACTACATC
TTCCAGATATGTCATTCCAATTAATACTTGAAACTGATGCCTCTAATGAAACATGGGCAGCAGTT
CTACTTCAGAAGAATGGTCCTAAACTGGAAGAAGTATGTATATATACTTCTGGATGTTTCAGTGA
TGCAGAGTCAAGATATCCTTCTTCTCACAAAGAAATTCTTGCTGTCAAAAATGGCATCAAGAAAT
TCAGGATGTTTCTAAAACCTGTACATTTTATTGTTAGAACAGATTTGAAACATATGAAAGGAATG
CTTACTAATCAAAGATTGCTTGAACAGGGAAATAACAGAGTTCTGCGATGGAGCTTATGGCTTGA
TGGATTTGATTTTGAAATCCAATACAAGCCTGGAAAAGATAATTGCATTGCAGATCTACTTACAA
ORF4 -
~ORF3
GAGAAGCCGCTCCTACAAAAGAAAAAGATAAAACAATTAAATGGCTTCATCCTCCTTGAGCATAA
GGGATGCTCCTCCACCAGGATTCAAATGGATCTTGGTCTGTAAAGATTGTAAATATTGTTATTGT
TTTGAGTGTTTAGCTTGTTGTATAAAGTCTAGTCCTGCTTGTATACATATTCTAGAAATTTGGAT
ACAGACGTATAATCATTTTGAAACATATGGTAGATATTTTAGAGATAGTAGAAATTTRTTTAGAG
GAATAATGACTGGAGGACCTTTCCAAGGACAAGTATATATTATCCTATACACACCAGACATATCT
TATGAAGATTACTGCAAGATCATGCTTCAAACAAAATATGATGGATCTTGCTGGATAACCTTTGA
ATGTTCTTCATTCAAAGATTATTATTATTTCTGGTCTGGATGGTTATATATATTGTTCTGGACAT
ATTGTCCTAGAGATGCTGATTTCTTCAAAAATACAAGTAAAGAAGCCTTCAAGCAATGGTTTCAA
GCAGAAGTTCAAGAAGCTGCACATTATGAAGCATGGTTTGTTTTCAATCTATCTTTCATGGGAAG
TGAACTACATTATGAACAGACTGAACCATCTCAACCTCCTTGCTACAAAGTTACTAGTGATTATT
TTGGTGACTTATGTGTACCTGAAGATGAACTGATTCCAGCTATGCAAGGATCACCTTTCTACAGA
TGTTTCAGTGGGCTTCCTCCTTTTTCAAATGATCACAGCTCTCCTCCTAGCAGTCATGATTATGA
ORF4

TAGTGATTTCTCTTTTGATTCTGTAGCTGAATATAATATAAAAAATAGAATGGAAGCATGATGGA
CCCAGTTGTCCTACTTTGTAATAAAGATATTCCTTTCATGTCTATCGGGCCGACAGTGGTGTCCC
GACAGTTCCGTGGGTTCCTGTAGAACTCCACA

#Protein sequences

>PglaV_2 (ORF1)
MATPQDTSSHDLSAKVTYKPSKWYDKLLSQSSSSHKQLYN??LI?QEYE??2PNW?MP??PAS?TY
DLPVFKFRATTLIRYCSVNVPISLGQSVYQIPLIQEADINWGLENGYEY?HIGLIQFGINPLVRP
?LDTSVLTCIID?RHNNF?DALISGFQAPLHNGPVWSSALPRYQVS?RDPYI?S?LQAYVQFAGF
NMAEG?KIAQLHSSICLRFVS?TM???NP??2??R?T?ESVVVGPGN??P?TL?F?Q?TEIE?WSA
DY?P?SA?I?PPMPKE?S?ET?A??KPVLKLGRSQ???IQDLDRQ?SH?S???SRSDSARH??2 7?2 *

>PglaV_2 (ORF2)
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LTDN?LI??L??QDLILQDI???N?SPTKHPVYKPVAGRSKLDDHLL?HQQGSKDCYYCKKKEPT
QEPSVNSDLTSYPSVPKNFRT?QTKVEHHGQH?DCSECQDLAVPTIKMFDSPLPRSGRDKRTELP
YRSLGPGNHIPKFONDMVADLDFIKYRKSDADPSQDIIRLONYSNYQSVCL?QNLDDIAQDVIKT
KTHLNGLHSEIDHIEQNQEEMKSQLHTILEKLDIIEKAVASLKSSYEEESRPSSPILIPDIAQDA
?FSLFGPLDS?DHKQLTLKQLATSLSNPTLARIAEVLOQLATEKIN?VK?QITDLENQITQ?K?AS
LASQLTKLSIV?I?SPDSFVQS??IKAMDGESK?TDSSEEPKPSPGESSGTSYQSAWEKWCNAKY
GGN?K?PMDIDGQPTTSIKHVDNAPISDFDCKSKTEIENIIQRWOSWAKTQKLLHKDKVSWSDIA
LRITWGFVGNLN?WWERVTPRSKLRILEHEKPVDELVKAVVHEFYGDIKINMSHYADLYMNQRLC
HLSQLPKYFCTMQTLLYKVPDPNN?AYLRKYLSSMPGKVPDLVRERLEDLEIDISELSLAGLQEQ
IVTALQKECMRKKTAKSLKKH?GFDSSVCEVFTETSSFGC?QK?KSKKWSKNDCGCSDCKNHKKR
KFT?KYPRKFSIP?RKVFFKRRP?NARAKPSSCFICKKPGHWASQCPLR?K?KAQTKIMDLFLTG
YDPAEWDLVSNRSDGEYLSLTEDSDSSLDHDSPP?E™*

>PglaV_2 (ORF3)
MTISLILIL?LP?LEALNFLDIKMMSSFVDLNSLLSQRSTLQHK?SALTPGQFHLSD?YASQIAP
LTAQIDATIQQOPSVVNIHH?TPTDAEFVRPKPKPITT??TSKGKAIIPYSASIKDDESLDNTIFHL
EEEIREKEALVODLWKTLKLOQKEELEYLKKKRDEEFEKEIFNKESEAEFFETKIVKGLDDRLVIS
VNIKVQGYLQYTLDAQLDTGAMNSCAKHGAIPEYYWQPVDISFRAVNKTELKIKHIAPDEFP?YIQ
EEKVPVTLYSFDTGADILL?QDEFVNKCLPLTVGNNEFVQLTINGKPLKIPSKSTFETRIAVKETTOQ
QVEKSASSLARIQKIIGHANKHGMEIIKEIKEKIESDCTSDYPNAFWTREQYFVSLPYKEDYIPR
POKASANHMSPTELEYCQKEIAELLERKLIENSRSPWACPAFYVNKHSEQKRGKPRMVINYRALN
EALLPIRFPLPSKELLFSKIGKCNVEFSKEFDLKSGEFWQI?IIPKDRYKTAFVVP?GQYQWKVMPFEG
LKNAPSEFQKRMDDIFKHLSF?IVYIDDLLVCSVDMKTHVQHLKIVYDLLYKHGLVLSKSKLCWA
QTKIEYLGLILSQGEVELQDHVLKKLSEFPDEILDTKQLOQRFLGCLNYIRQFYE?QAKDVRILQK
RLSKTIPWNYKMTQAVQITIKQKIQONLPKLHLPDMSFOQLILETDASNETWAAVLLOKNGPKLEEVC
IYTSGCFSDAESRYPSSHKEILAVKNGIKKFRMFLKPVHFIVRTDLKHMKGMLTNQRLLEQGNNR
VLRWSLWLDGFDFEIQYKPGKDNCIADLLTREAAPTKEKDKTIKWLHPP*

>PglaV_2 (ORF4)
MASSSLSIRDAPPPGFKWILVCKDCKYCYCFECLACCIKSSPACIHILEIWIQTYNHFETYGRYF
RDSRN?FRGIMTGGPFQGQVYIILYTPDISYEDYCKIMLOQTKYDGSCWITFECSSFKDYYYFWSG
WLYILFWTYCPRDADFFKNTSKEAFKOQWFQAEVQEAAHYEAWFVENLSFMGSELHYEQTEPSQPP
CYKVTSDYFGDLCVPEDELIPAMQGSPFYRCFSGLPPFSNDHSSPPSSHDYDSDEFSEFDSVAEYNT
KNRMEA*
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The consensus sequence of PtaeV_1

#Nucleotide sequence

>PtaeV_1 (8,058 bps)
TGGTATCAGAGCCGAGTTGTTGTGTTAATGGTATTCTGTTGGTAAGATATTGTTTGAGTGGAAAA
CTATTGGTAACATATCGTCTGAGTGGATCACTAGTTTCGTTGAGGCCGTGAAWAGTGCGTAATGC
CCGTGTGGAGCCGCTGAAGGCGTTGAAGGGTAGCATTCGGCGTAGAGCTAGAATCGAGGAAGCCG
CGATTTGTTCGTAGTTAAAAGCCGCAATTTCTTCACAGAAATCAGCAAGCAATACTCGAGTTTGA

ORF1-

GAAACTATTTTACGGGTATTTCTCTTTATATTCCTTAAATGGATTCTGCAAGTTCTAGTTCCTCT
TCTTTTATGGGAAGATTTGGTTCTAAACATTTAGAGAAAATCCAAAATGAAGACGAATTGCATAG
TGGTTTAAATATTTGTTCTGAAGAAGAAACCCCTGCAAATTCTGCTCTCATAGAAAAAGAAGAAT
CAAACCCTTCTGTCAACTGGAGACTTCCTCCTGTCTCTCCTTCTGAGGTTTACCGCGGATTAACC
CCTTTTAATCTCCGCGCGTACAGTCAAATAAAGATTAAAGAAAAATCCATAAAGACTGAGTTAAA
TCTCAATACTATGATGACAATCCCCATGTTTGAAATTCGCCATATTCAAGCCGCCCGCAAGGCAG
GTTATCAGTATGCCCATCTCGGGATGGTGAGAGTCGGTCTAAATGCACTCCATCGAAAAGGCCAA
AAAGCCTATGTTTTCTCAGCCCTCTTTGATAATAGATGGTCATCCTTTACACAAGCCTTGATAGG
TGGGATAGAAACAAGTTTGTCCGATGGCCCTGTACAGTATGATGTTTTTCCAGATTTTTCTGTTG
CACTTGATGATGTAAATATTCTACAGTGTTTGACTCTTGGTATACAGACACAAGGCTATGAGAAT
TTTAAGTCCAAATCCAAAAATCTAGCCATATTCTATATCACTTGTGTTCGGTTCTACAATACTAC
TATTCCTGCAGTTTTGCATACTCCAGACAAAGATGATGGAAAAGTTACTCTTATTCAATACGATT
CATCCTGTAACCCATTTGCCCCCGTCTCTGTTTCAAGAAAACGTCTGTGTCCTCCAGATGATTGG
GTTACTAACTGGAAAAAGCCTGCAAGAAAGACAGTACATGCAGCTCAATCTGTAATAACCGAAAT
GGATGACAAAGTTGTCACAAGATTTCCCAGATCAAATCCTTCTGACACTGTTGTCACTTCTGTAC
CTACTGTAAATACAAATCCTTCAAATATCATTTCTTCTGTACAAAATCCTCAGCAGATCGTCATT
GACCCTGCTGTTTTTGAAGCTTTAAAAAATCTGTTCAGCAATCCTTCTTCTTCTCAGAATGCCTT
ATCTTCGGTTTGCGATCATCCTCACTGTTCCAAGACATATTGTCAATTTTCAAATGACCCTCCTA
ACCCTCATGGAAAGTCATCTCACGACTTTCATATCAATATGATCAAGTTTATACCAGCTGAAGAC
TCAGTTTGTTCTGATAAGAGTTACACTAAAGTTACATTCTTCAATCCTYATGAAGAAATGTTTGT
TCAGTCAGTCAGCCCAACCTCTACCTCTGGTTTAGGTTTTGTTCATTCTTTTCAAATTCCAGACT
ATAGAAGAAATCCTATAGACAAAATTCCAAAGTCTGTAGAGATCCCGTCTGATGAAGAAATCCTC
TCTTTTCTGAAAATCTTTAAAGGAATTGGCCCTTATGATCCAGCTGATCCTTGGAAAAAGAAAAT
GTTCCATTGGGATATTTTTACTCATGAAAAAGAGCATCTCTATATGCAAGAAATGTTGCTCCAAG
AGAAAAAGGATCGCAAGAAATTCAATGAGCAAAATAGTGAGTCATGGAAAGCCTGGATGACTATT
AATAATCAGTGGATATCATTCTATGAATGGTATTATCCTTCAAT TAATCAAGTTGAAGATGCCTT
GATGAAATCCTTCAGAAATCAAGCCAAACAGAAAAGATTGAGAGATCCAGAAAATTTTGTTGATG
AAAAAATGGCTGAAAATGTTGTAATAATTCCTTCTCCTCTAAGGATTCCAGAGTTTGACCCAAAA
GTTCAGAAAATGATGAGTAAACCAAACACCCCTAGAAATTTGGTTTACATCAGACAAAAGGGAGA
AGAATTAATAAGAGAAGTTTGTTCTAATCTTAGAATAAACATGATAAGATCAGGAACCCCTGCAA
AGCATAAATGGGAACTCCTAGATGGAAATATTTTTGAGACAGACAATGATTTTCCTCCTTGGAAA
AATATGGTCATTAGAGGACAAGATGGGAAACTGTATAAACTTTTGCCTTCCCATCCAGATGATCC
GAATTCTTCAGCCAAAGAAATGATAGCCGCTACCAATTGGACTAATCTTGCTTTATCCAGCTTAG
AAAGATTTGCTAGAGCTAAATTTGATAATTTAGAAAAAGCAAATAGTGAAATGAAAGTTCTTCTG
GATAGAATTTTGCAAAAGCAAGATTACAATACTATGTACTTAAATGAGCATGTGAAGACCTTGGC
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TGAAAATGATCAGACTATAGCACAGAGTCTTGATAAGCTGTCTTTAAAAACAGAAAAGCAGATCC
ATGATGTAGCAATTGCTCATGGACGAGAGATTGTTAGAGTTAATAACAATCTAGATTTGATAAAA
GGACAAGTGAAAACTGTTTCTTCAGATTTAGCTACTTTAAAGAAAAAGCCAAATACTGAAAGCTA
TAAATCTGCAACTCTGTTTTCCAATCCAGTTACCACTGTCCCTTATTCTATTTCTCCTTCTGTGG
AAAGTTTAATCAAAACTCCAAGTATCATAAACTTTCCTCCTCCCACTTCTTCTCATCCATACTCT
TTATTTGCTAATCCAAGTTTCTTTACACCACTTCCAAAGTCGGTCCCTAAAGTCACTCTTGGTTC
AAAGAAAGAAGAAGAAGAATCTAAAGAATTCAAAGGGAGTTTTTCAGAGTTCTTTGCTTCATCTA
GTCATGATGAAGAAGAAGAAAAATCAGATGCAGCAATTACCAGTGTCAATAAAATAGATGATACA
CCTAAACTTGAAGAGCTAGAAAGCTGCATAAATAATTTCTCTCAGCAGGATAAAGAAAAATTTGG
TATTTCAGAATTGAATCCTTCTGAAGAAATAGCGACTTCTGAAATTGACCAGCAAGTCCATGCTA
CTACCTCTAGATCTACCTGGACTTCTACTTGGAACCCTGCTCCTGACCGTCGTGATTTAATGAAA
TCAGAATATCATAAGGATTGGTCAGCAAGTTCCACTTATTCATGGAACATTGACAACTGTACCGA
AGCCGAAGTAATGTCTGTCCTACATTCTATGCTTGTATGTTATCGCACTTACCTTGCTGATGACA
TTGGTCCAATAAATGCTACAAGAAGAATAATAGCTGGCTTCGAAGGTACATTAGACTCTTGGCTT
AAAGCTGAGACATTGAAATTGCCTACTCTGCTTTCACAGTGGGAACAATCAGTCATTCTAAATGC
AGATGGCACTACATACATGGACCCAGTCACTACTCTCCCTGTAAATAATATGATAGGTTGTTTGA
TTTATAGAAGCAAATATTTTGCTTCCATTGCAATGAAAAAGGACATATTGCTCCAAATTGTCCAA
—-ORF2
~ORF1
AACTGAAAAAAGACAAACAACAATCTGGGAAGAAGAAACAATTTAGCTATAAGAATAAATCTGGC
AAGGTAAATATTATTGATCTCCCTTCTAGCTGTGAAGAATTAACAGATTCAGAAAATTATTATGA
TCTAAATGACCAGATACATGTTGTTTATGAAGAAGAAGATTCTGAAGTTGAATATTGCAAAGATC
CACACTGTAATGAATGTTTTCAAGAACTCTGTGAATGCAGTGATCCTGACATTTGCAAATGTAAT
GCAGTCAGGATGTTCAGACCACTATCAAATGAAAGCTTAGATCATGATGAGCTTTCTAGAAATTA
TTTTACACAAATGGTTAATGCTGATGATCCAAAACTCAAAGAAATGTATAAAGGATTGCTGATGA
CCCATCTTCAACAGTCCAAGTCACAGCAATATCAAGAACAACAAAAGTCACAGATAAATCATCAA
CATAGCTATATTCCTTCTGCAGCCTTATTTTCAGTTGATGGTCTAACAAGACAATTCAGACAACA
AACAATTGAAGATGATCTTCCTCAAACACTTCCTGCAATTAGTCAAGCTATCAAAGATCTCAGAA
AAGAAGTCAGAGAGAATAGAAGGCTATGCATTGAAGCACATCAGGGGCACAATATACATTCTTTA
CATGCACAACCCACAAAAGGAGAATCTTCACAGACAGAACAGAAAGAACCAGAAAGACAGCCTGA
TCCATATCATGATCCAATGAAAGGGATTTTCAAATCTGAAGACTTTGAAATTCCAGATGAAGAAT
TTGAAGATCCTAGATCTGGATTAGGAATGAATGCAATGAACGCAGATGTAATGTACTGTGTAAAA
ATGAAAATCAGAATTGGTTCTTCCATAGAATGGTGGAAGGTTCTAATTGATACAGGTTCAAGATT
GAACATAGTAAGCGGCACTGTAATTCCCTATCCTCAAAGACAAAAGACAAAGTGTCCAGGAGTTG
TTACTGCAAGTGGAGAAATCAAGACAACGGAAGAAGCTATAATAGATGTCTTCGTTTCTCAATCT
GAAGGAATTCAAGTTCATGCTCCATTAGTCACAGGGCTTGATTGTGCTATGTACTTAGGAACTCC
TTTCCTGAGCAATTTCAGAAGACATGGAAGCACTTATGATGAAAAATCACAGAAATGGGGATATT
TTCTTCTCTTCAAAGGTATAGATTATTTCTATCCTTTTATTCATTCCAATTCTCCTAATAGATTG
AGCAGAATTGACAGGTTACAGAATACCTTGGCAAAGATGGAGAAGAAGAAAGAAATGCTCAAGAT
TGATGAAAATCTTCTGAAAGGCAAATTTGAAAAAGAAATAAGTGAGATCTCTCAGAAACTAAAAT
CTTGTTGTTCTGAAGATCCAAATGCCTTTTGGCATATTCATAAACATGAAGTAGAATTGCCTTTG
AAAAAGGAATTTCATGGAAAACTCAGAAGATCAAAAGCAATACCGATGAATTCTGAACAACTCAG
GTATTGTAAAGAAGAAATAAAATCCTTACTGCAAAAAGGTTTGATCAGAAAGTCTCATAGCCCTA
TTGCTTGTTTTGGATTTTATGTCAACAAACATTCAGAGATTATCAGAGGAAAACCAAGATTGGTA
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GTAAACTACAAGCCTCTGAATAATATTCTTGATTATGATGCTTATCCCTTGCCAAAGCCCTCAGT
GCTTTTGTCTCAGATATCACAGTCAAAAATCTTTTCCAAGTTTGATTTAAAGTCTGGTTTCTGGC
AAGTAGGGATAAAAGAAGAAGATAAGTGGAAAACAACTTTTTCAGTACCAGAAGGACATTTTGAA
TGGAATATTATGCCCTTTGGACTAGTAAATGCTCCATCCGCCTTCCAGAGGATTATGGATGAAAC
TTTTGAAGGTATGGATGATTTCTTGAAGAAATATATTGATGATGTTCTAATTCATTCTGCAGATA
TTCCCTCTCATATAAAGCATCTTAATATATTCTACAAGAGAGTCAAAGAAAAAGGTATAGTTTTA
TCAGATTCAAAAATGAAGTTATTTCAGACTATGATAGATTTCTTGGGATATGTGATTCAATATGG
ATCATATTACATTATGCAACATAGTCTTGATTTCATAGATAAATTTCCAGACAGAATCACTGATA
AAACTCAACTACAAAGATTCTTGGGTAGTTTGAATTACATCTCCAAATTTGTCAGACATTGTGCC
CAAGACAGAGTCTTATTGAATAAAAGATTGCAAAAAGATCCAATTCCATGGACAGAGGATTTAAC
AGAGGCAGTCAGAAGAATTAAAGGAAAAATTAGGAATATTTCTCCTTTAAGCACAATCAATGAAG
AATGGCCTAAAACCATCATTACAGATGCCAGTGATATCGGATGGGGTGCAATTTTCTGCCAACAT
GATCCTAATAAAAAGAAAATGGAATATGAAATTTGCCAGTATGCCTCTGGAATCTGGTCAACTAC
ACAAAAAAATTGGTCCAGCCTAAAGAAAGAACTTAGAGTTGTCTGCCTTGGCATTGCCAAATTCA
AAGATTTTGTGATCTATAAACATTTTACAGTCAAAACAGATTGCCAAGCCCTTAAGTTTGCTATC
CATAAATGTGACTTTGAAGATGCAGCAATGGTTAGATGGATAATGACATTGGCCCAGTATCGTTT
TGATGTAGAGTTCATTTCTGGAGTTAAGAATTCCTTCGCAGATCTTCTCAGCCGGGAATTTTTAC
AGAGAAATGATGTAAATAATCTCAGATGTAACGTCATAAGAAGATTAGAAAATGAGATTCACATT
GAATGTGCTGATGGTTCTCACACTTTGAATCTGCAGAAACCTCTACTCGATTATCAAGCAGATTG
GTTTCCAATGAAAGAAATCAAATATCGGCATGGAACTGGACAACATTATTTCTCATGGGATGATC
AAATGCAAAGAAATGATGAAGCTTTTGAAGCTTTAAGCTTTCTTCAAGATTTGAGAAATCTTGAT
TTCACATTACACAGAGATGCAGATGAAAATCTAATCTGCTGTGAAATCTACATTGATCGCTTCCT
ATTGCCACCCAACCTTCAGAACTCTGAAGATCATGAACGCCAAGAGAAAGCCTGGTATACAGGTA
TGTGTTTTGAAAATAAAACTAACTCGTTTTTCTATAATGTGCAGTTTTCTTTTAGATATCATGGG
ATGCAAGTTACACAAATCGAAGAACAAGACCCCACACCTGAATGGTTTAAAGAATGGTGGAACAT
TTATGGTATCAGTCCTCTATGTTTTTACCCATTCTCTCTCTGGTTATTACAACTTCCTGGATTTA
CAGAACCACGGGCACATCAATCAGGAATTTTATACAAAAGGATTTTGGATATCAGCAATATCACC
AATTATCACATGCTTGCAGCACTCCGCGCCAATGGATCCTTTCATTGGTTTATTACACGAAATAT
TTTCTTCAGAAGATTCGGGGGAAATATGAATGGCTCTTCACATGACTATGAGTCATTTCATGCCA
TGACAGATCCAGATTTAAATCCTTTTGGCCCACTACTTTTTCAGGACGAAGTACCAGAATATGCT
GAAGTACCAATTTGGGAATGTGAGGAAGAAATTTACTCACAGTATTTTAATAATGACTCCTTGAC
—~ORF2

TAGGTTCAGAGAACATCATTATTCTCGTGAACAACTAGAACATTTTGTCATTTTGTAATGTCTTT
CTGTCCGACTTTGGTGGCAGACAGGTTTTTCGTAAGGTTCCCTGAAAAAGAATCTCTTACAGTGT
AATCAATCCGACATATATAATTAAATAAAGGGATAAGAATAAATATAAAATATTTTATGATTGAA
TTACTGTGCGGATGTCCTCCGGGTTACCCGAAAGCAGGATTCTCTCATATCTGATGTAAGGATTT
GATTTTGATGTAAAGTAAGATACTGTGCGGATGTCCTCCGGGTTACCCGAAAGCAGGATTCTCTC
ATATCTGATGTAAGGATTTGATTTTGATGTAAAGTAAGATTCTCTCATATCCGATATGGAGGTAT
CACCAAACCTAGAACTGGGAGGATCTATAAATAGATGAAGACTAGGGAAGAGAGGCATTCGGGTT
TTGAGAAATTTAGAGAGCCTTTCTGCTGGAGAAGTAACTTAGTATTGCTTGAGAAGCAACTTTGT
AATACTTGAGTTTTGAAGTTCATCAATAAAGATTCCTCAATTTCTGTAAATCTATGTCTCCTTTG
TAGATTGTTTTGGATTCTATTCTCGAACTTGTATGAGCCTTGTTAAGGTTGAAGAAGTCGCAAAG
ACGCAGAAGTAGACCGTTGGGCCAGAGTTCGTGTTTCGGCACGAGGATATTGTTCAGAAGAATTG
TCAGATATTGGAGCGATTAAGCAGACCTGGTATTTATTATGAACTAATACTCTTGTTGGCATT
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#Protein sequences

>PtaeV_1 (ORF1)
MDSASSSSSSFMGRFGSKHLEKIQNEDELHSGLNICSEEETPANSALIEKEESNPSVNWRLPPVS
PSEVYRGLTPFNLRAYSQIKIKEKSIKTELNLNTMMTIPMFEIRHIQAARKAGYQYAHLGMVRVG
LNALHRKGQKAYVFSALFDNRWSSFTQALIGGIETSLSDGPVQYDVFPDFSVALDDVNILQCLTL
GIQTQGYENFKSKSKNLATIFYITCVRFYNTTIPAVLHTPDKDDGKVTLIQYDSSCNPFAPVSVSR
KRLCPPDDWVTNWKKPARKTVHAAQSVITEMDDKVVTRFPRSNPSDTVVTSVPTVNTNPSNIISS
VONPQQIVIDPAVFEALKNLFSNPSSSQNALSSVCDHPHCSKTYCQFSNDPPNPHGKSSHDFHIN
MIKFIPAEDSVCSDKSYTKVTFFNP?EEMFVQSVSPTSTSGLGFVHSFQIPDYRRNPIDKIPKSV
EIPSDEEILSFLKIFKGIGPYDPADPWKKKMFHWDIFTHEKEHLYMQEMLLQEKKDRKKFNEQNS
ESWKAWMTINNQWISFYEWYYPSINQVEDALMKSFRNQAKQKRLRDPENFVDEKMAENVVITIPSP
LRIPEFDPKVQKMMSKPNTPRNLVYTIRQKGEELIREVCSNLRINMIRSGTPAKHKWELLDGNIFE
TDNDFPPWKNMVIRGQODGKLYKLLPSHPDDPNSSAKEMIAATNWTNLALSSLERFARAKFDNLEK
ANSEMKVLLDRILQKQDYNTMYLNEHVKTLAENDQTIAQSLDKLSLKTEKQIHDVATIAHGREIVR
VNNNLDLIKGQVKTVSSDLATLKKKPNTESYKSATLFSNPVTTVPYSISPSVESLIKTPSTIINFEP
PPTSSHPYSLFANPSFFTPLPKSVPKVTLGSKKEEEESKEFKGSFSEFFASSSHDEEEEKSDAAT
TSVNKIDDTPKLEELESCINNFSQQDKEKFGISELNPSEETIATSEIDQQVHATTSRSTWTSTWNP
APDRRDLMKSEYHKDWSASSTYSWNIDNCTEAEVMSVLHSMLVCYRTYLADDIGPINATRRIIAG
FEGTLDSWLKAETLKLPTLLSQWEQSVILNADGTTYMDPVTTLPVNNMIGCLIYRSKYFASTAMK
KDILLQIVQN*

>PtaeV_1 (ORF2)
LKKDKQOQOSGKKKQFSYKNKSGKVNIIDLPSSCEELTDSENYYDLNDQIHVVYEEEDSEVEYCKDP
HCNECFQELCECSDPDICKCNAVRMFRPLSNESLDHDELSRNYFTQOMVNADDPKLKEMYKGLLMT
HLQOSKSQOQYQEQOKSQINHQHSYIPSAALEFSVDGLTRQFROQOTIEDDLPOTLPAISQAIKDLRK
EVRENRRLCIEAHQGHNIHSLHAQPTKGESSQTEQKEPERQPDPYHDPMKGIFKSEDFEIPDEEF
EDPRSGLGMNAMNADVMYCVKMKIRIGSSIEWWKVLIDTGSRLNIVSGTVIPYPQRQKTKCPGVV
TASGEIKTTEEAIIDVEFVSQOSEGIQVHAPLVTGLDCAMYLGTPFLSNFRRHGSTYDEKSQKWGYF
LLFKGIDYFYPFIHSNSPNRLSRIDRLONTLAKMEKKKEMLKIDENLLKGKFEKEISEISQKLKS
CCSEDPNAFWHIHKHEVELPLKKEFHGKLRRSKAIPMNSEQLRYCKEEIKSLLOQKGLIRKSHSPI
ACFGFYVNKHSEIIRGKPRLVVNYKPLNNILDYDAYPLPKPSVLLSQISQSKIFSKEFDLKSGFWOQ
VGIKEEDKWKTTFSVPEGHFEWNIMPFGLVNAPSAFQRIMDETFEGMDDFLKKYIDDVLIHSADI
PSHIKHLNIFYKRVKEKGIVLSDSKMKLFOQTMIDFLGYVIQYGSYYIMQHSLDFIDKFPDRITDK
TOLORFLGSLNYISKEVRHCAQDRVLLNKRLOQKDPIPWTEDLTEAVRRIKGKIRNISPLSTINEE
WPKTIITDASDIGWGAIFCQHDPNKKKMEYEICQYASGIWSTTQKNWSSLKKELRVVCLGIAKEK
DEFVIYKHFTVKTDCQALKFAIHKCDFEDAAMVRWIMTLAQYRFDVEFISGVKNSFADLLSREFLOQ
RNDVNNLRCNVIRRLENEIHIECADGSHTLNLOQKPLLDYQADWEFPMKEIKYRHGTGQHYFSWDDOQ
MORNDEAFEALSFLODLRNLDFTLHRDADENLICCEIYIDRFLLPPNLONSEDHERQEKAWYTGM
CFENKTNSFEFYNVOFSFRYHGMQVTQIEEQDPTPEWFKEWWNIYGISPLCEFYPFSLWLLQLPGFET
EPRAHOSGILYKRILDISNITNYHMLAALRANGSFHWFITRNIFFRRFGGNMNGSSHDYESFHAM
TDPDLNPFGPLLFQDEVPEYAEVPIWECEEEIYSQYFNNDSLTRFREHHYSREQLEHFVIL*

19



The consensus sequence of PtaeV_2

#Nucleotide sequence
>PtaeV_2 (4,893 bps)

ORF1l-
TGGTATCAGAGCCCTGCAACGTTCCTAATGGCTAGTTTAATCAGATCCTTTTCAACTCTGGAAAG
ACGTGTTGTTACTGAAGTAGATTCTAGATCTTTTGAAAAGGAAATCGAGTCTGAAAAGGAATTAG
AGATAGTAGAAAATCCTGAAAGTTGGAATCCTCCAACTCTTCATGCAACTGATGTTTATAAAACT
CCTCTCTCTAATATCTTTCAGAAGAAAATGCTTTTAAAGGAAGT GGAAGTTAAAATCAAAATCTC
AGGTCCTTCTGTACAGATTGTGTCTCTCTCTTTGTTTACCACTGAAGAAATCAAAAAATTTCGCC
AATATGCAAAAGACAAAAAATATTCCTATTTACATTTTGGAGGTATAAGAATAGGTTTGGCCCCT
TTGTTTAGACATGGCTTAAATACTCCGTGCATGTCTGAAGTTTTTGATACTCGACACCAGAACTA
TGATCATGCTAGAATAGGTACCATTGTTGGTAACCTATCTACTGGTTGTCAATATGGAACGATTT
TTCCTGATTACTCTATTAGTCTTACGGATCCTCATCTGAAGGATTGTTGGAAACTTATGGTAGGA
GTTCAAGGATTACAGATGGTTGATGAAAGTGAATATTTATCTGTAATAATTCATACATCCTTCCA
GTTGACTAATACAGTCCATCCGAAATTAAAACAGCCAGTGCTCAGAGATTGTGTGTCAGTTGGTT
TAAACAATGCACAAGTAGAGGGAGTGTCTTATGATTCTATAGGTTTACCAAACGACTGGTATTTT
CAATACAAGTCTTTAGCTGATGAAAAGAAACCAGGAAGCCTGACAAGAAGAGCTTCATTGCAAGA
AGGTAAAATAAGAATACTTCAAGAAAAGCCTTCCATCCCGCGACCCATCATTCATCCGAGAAAAT
ATGCATTACCAGTCTCAGAATCTACAGAATCCTCTGCCCAAACAGCCAGCACTTCTAGTCAACCT
ATGTTATCTTCAAATGAATTGTATATACCTGAAGTTAAGCCTTTTCTTGCTGTAAATAAGATGTT
TAGAATTTCTAATTCCCAGATAGCCCCAGT TGAAGAATGGCAATATGCTAATCGTCGCTTTGTAA
AAGGAGGCAAATGGCCACCAAAGACGAAATTCTGTACTACTTCGTCCTCCTCAAAGCAACCTCCT
ACAAGAGCTGATTGTGCCCCTTTAGTTGAACACAACTCCTCAAATCCAAATGATTTAGACCAGTT
GTATCAAATTGGTAATTATATTACCACATGGTGTTCTTATGCTGAAAATGCTATAGATGATCTGG
GTGCACAAAATGAGCTCATCCTAGCCAATCTCAAGCTCTTACATGATGAACAACAAGAAGAAAGA
GCCGAGAAAGAGGCAAGGATGCAGAAAAAGGAAAGAAGAAGAAAATCTAAAGCAGCTCAAAGCTC
AAAATTTTCTATAGATATGTCGACCCCAAATTTTTGGGATTTAGAAGAAACAGAAGCTAGCACCT
CTGAAACACCTTTCAGACCAATGAAAATAGAGTCTATTCCAGAGMAGCCAAGAAAAACAARAAGCA
GAAATAGTGACTCTTGAAAATGCAGCTTCTAAGTTTCCATCTTTTATCATGCCATCAATCCAAAA
AGCAAATTTTGTTAAAGAAGTCCAAAAATATCCTAGAATAGAAGAAGATCTGTTTGCTTCTAATT
CTAGCGGTTATATTTTGGATTTGGATAAATCAACAAATCCAGCTGAATCAATTCGAATATGGATC
GGAGCATTATACCAAATGCAAGTAACTACAAAGCTCGATAATATGTCCATATTTGTTCTAGCAGA
GAAAAGAATGGCCGGAATAGTTTATGACTGGTGGATTGGACCTCCTGAGTCAGAACGACAAGCAG
TCATTGCAGCAGGACTTTCTACTCTAGAGGTACTACTGAAAACACAGTTTGTCCCCGAGCCAATA
GATGAGAAGAAGCAAATCATTACAGACCTTGCTAGAATGGAACTGAAAGATTTAAAATATCTTGA
AGCTTTTGGTCAAGATTTTATGGCCAAAGTTTACAAAGCAAATCTTTCAAATGATTCAGT TCAGA
AAATTTCTTTTCTGTCAAAATTACCAGGAAATCTAGGAGATCTGATTTCTAAAGATATTGAGCTT
CAAAGCAAAACAATAGATCAGATTTACTGGATAGATCTTTTATTCAGGTGTCAAGAGAAAGTCAA
ATATCTCTGTTGGCAAAAACAAGCACATGATATAACTCCCAGTGCCAATGTTTGTCGTGCTGCTT
TGCCATGGACACCATTTAAGAAAAGGAGAAAACATAAAAGGTATGGGAAATTCAAGACCAAGAAA
ATTGCAAATCCCAAACGACCTTTTAAAAATTTCAGATTTCTAAAGAAGAGGAAACAACCGAGAAC
CAAAAACAATTGTTGTTTCATATGCAAACAGGAAGGACACTATGCTCGTGCTTGTCCAAARAAGCA
CATCCGGTAAATTGAAAGCATGTGTAGATATTGAAGAATTTTGTGATGATTGGTCTGTTGTACAA
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TCAGAAGAAGAACCATCAGATGTATATATGTTAACTGATGCTTCTTTTTCAGAAGATGAAGAGTT
AATCAATTCTGTTCAGAAAATGAATATTTGTTATGATTGTTCTACTGATGAATTTTCAGTTGAAG
ATGAAGAAGAAGAACTTCATTACAGTGAAGAATTTGAGACTGACACAGACAGTGTTGAAAACAGT
GAAACAGAATCTTTATGTTGGTCTCTCCCACCAGAGAAAGACAAAGGAAAACAGGTTATCCCTAT
TCTCCCTCAGTTAAACTCTTTTTGTCCATATCAGAAAAATATTGGACAAACATCTTCAATGCCAG
TTCCTGAATTCGACCCACCAGCAGAACAAACTTTTTTGAAGAAAATGTTAAAAACAAATAATCTT
TTGTATATACCAGTCTCCGTGCAGGTTAAAAATAGTTGGATAGATCTTGATGCATTTATTGATAC
CGGTGGCTCAAACAATCTTGCCAGACCATCGTTGTTTAAAGGATTATGGAAACCTCTCCAAAATA
TCCTGATTTCAGAAACAATCGGAGGTACAGTTAATCTTACTCACTATGTGGATAATATTTCTTTA
AAAATAAGTGGGAAGATTGTCAAGATATCTGCTATACAGCATTACGACCCATCTGCCAGTTTAAT
TCTGGGTATGCCATTTATCAATTCTGTTTTGCCCGTGACTATTAGCGAAGATAAAGTTATCTTCA
ATTTCAAAAAACAAGCAATCTCTGTTCCGAGATTAAAATTTGCAGACTCTGAAGTAAGAAGAGAA
AGCCAGAAGAAGACCAGCACAAGAAAGCCAAAAAATGATTCCAAAGATTGGCAGAAAGTACTGCA
GATTTATGAAGAAAAGGAAGCTCTCAAAACAAAACAAAAAGCAGCAATAGATCCGCAATGGACTC
AGGAACAAATCTCTATATATCAGCGGTTAGTTAAAAGCTGCTCAGAAGACCCTCAGAAGTTTTGG
GAAAAGGAGAGCCCCAAGCAAGAAATTGTGACCATGCATGATAATGGAGTAAAAGGTAAGTTAAT
TCCTTGTACTCCTTCTGATGAACAAGAAATCAAAAAACAGATTGAAGAATTGTTGAAGTTGAGAT
TGATTGAACCGAGTGTTTCCCATTATTCATGTTCTGCATTTTTGGTTCGCAATCATTCCGAAATA
GTTCGAGGTAAAGCAAGAATGGTGATTAATTACAAACCATTGAATGCAATCACTCAAAGCTTTCA
TTATCCTTTACCTCGTCAAGAAGTAATAATGCAGAAAATTCAGAAGAGTAAAATCTTCAGTAAAT
TTGATATGAAATCTGGTTATTACCAGATTCAGATTGAAGAAGCAGACAGACATAAGACAACATTC
ACATGCCCTGCAGGATTTTTCCAATGGAGAGTTGTTCCATTTGGATTAAAGAATGCTCCTGCTTT
CTTCCAGAAAAGAATGGATTTTATATTTGGTAAGTATGATTTTATCATAACTTACATTGATGATA
TTTTAATCCATAGTCCAGATTTACAAACACATTTGGCTCATCTAGAAATATTTTTTCAAGAAGTT
CAAGCTCATGGTATTGTCCTCTCAGAAAAGAAAATGGTGTTATTCCAAAATGATATTGATTTCCT
TGGAATTCATGTAATCGATGGACATATACAGATGCAACCGCATGTGCTAACAAAGCTTGCTGAGT
TCCCTGATGAACTCAAAGATACCAAAATGATTCAGAGATTTTTGGGTGTTTTAAATTATATCCAT
AAATACATTCCCAGGCTATCTGAAAAAACTGCTCCTATTCGAAAGCATTTAAAATCAGGTTGGTC
TAGTCAAGCCACTGCCGCTGTCAAAAATCTCAAAGAAGAATGTAAGTCCCTGCCAAAATTGCAGC
CTCCAGGAGAAGGATTGTTAATTTTACAAACAGATGCCTCAGATGATTTTTGGGCAGCTGTTCTT
TTTGAAAGAAAGGAGGAAAACAAAGAAGAAGAATTATGCGCCTATGCATCAGGAGAATTCCTCCC
CAATCAGAAAAATTATTTTGCTGCTGAAAAAGAAACTCTTGCAATATTTAATGGCATTCAAAAAT
TTGAATTGTATCTTGCGCCAAGAAAATTCTTGATTAGGACTGACTCAATGAATTTTAAATATTTC
TTGTCAGCAAAATTATCAAGACAGATGGCAAGAGGAAGATTATTATCATGGCAAATTTGGTTCCA
GCAATATGATTTTGATGTAGAATGGATTCCTGGAAATTCTAACTATATTGCCGATGCTCTTACCA
GGGAAATGAATAAAGCTCATAGAATTGGCCGCAGCCGGACAGAAGTCAGAGGAAGTATTTTTGAT
~ORF1
ATTCCAGATCAGCCAGAT

#Protein sequences

>PtaeV_2 (ORF1)
MASLIRSFSTLERRVVTEVDSRSFEKEIESEKELEIVENPESWNPPTLHATDVYKTPLSNIFQKK
MLLKEVEVKIKISGPSVQIVSLSLFTTEETIKKFRQYAKDKKYSYLHFGGIRIGLAPLFRHGLNTP
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CMSEVFDTRHQONYDHARIGTIVGNLSTGCQYGTIFPDYSISLTDPHLKDCWKLMVGVQGLQMVDE
SEYLSVIIHTSFQLTNTVHPKLKQPVLRDCVSVGLNNAQVEGVSYDSIGLPNDWYFQYKSLADEK
KPGSLTRRASLQEGKIRILQEKPSIPRPIIHPRKYALPVSESTESSAQTASTSSQPMLSSNELYI
PEVKPFLAVNKMFRISNSQIAPVEEWQYANRREFVKGGKWPPKTKFCTTSSSSKQPPTRADCAPLV
EHNSSNPNDLDQLYQIGNYITTWCSYAENAIDDLGAQNELILANLKLLHDEQQEERAEKEARMQK
KERRRKSKAAQSSKFSIDMSTPNEFWDLEETEASTSETPFRPMKIESIPE?PRKTKAEIVTLENAA
SKFPSFIMPSIQKANFVKEVQKYPRIEEDLFASNSSGYILDLDKSTNPAESIRIWIGALYQMQVT
TKLDNMSIFVLAEKRMAGIVYDWWIGPPESERQAVIAAGLSTLEVLLKTQFVPEPIDEKKQIITD
LARMELKDLKYLEAFGQODFMAKVYKANLSNDSVQKISFLSKLPGNLGDLISKDIELQSKTIDQIY
WIDLLFRCQEKVKYLCWQKQAHDITPSANVCRAALPWTPFKKRRKHKRYGKFKTKKIANPKRPFK
NFRFLKKRKQPRTKNNCCFICKQEGHYARACPKSTSGKLKACVDIEEFCDDWSVVQSEEEPSDVY
MLTDASFSEDEELINSVQKMNICYDCSTDEFSVEDEEEELHYSEEFETDTDSVENSETESLCWSL
PPEKDKGKQVIPILPQLNSFCPYQKNIGQTSSMPVPEFDPPAEQTFLKKMLKTNNLLYIPVSVQV
KNSWIDLDAFIDTGGSNNLARPSLFKGLWKPLONILISETIGGTVNLTHYVDNISLKISGKIVKI
SAIQHYDPSASLILGMPFINSVLPVTISEDKVIFNFKKQAISVPRLKFADSEVRRESQKKTSTRK
PKNDSKDWQKVLQIYEEKEALKTKQKAAIDPOWTQEQISIYQRLVKSCSEDPQKFWEKESPKQET
VTMHDNGVKGKLIPCTPSDEQEIKKQIEELLKLRLIEPSVSHYSCSAFLVRNHSEIVRGKARMVI
NYKPLNAITQSFHYPLPRQEVIMQKIQKSKIFSKFDMKSGYYQIQIEEADRHKTTFTCPAGEFFQW
RVVPFGLKNAPAFFQKRMDFIFGKYDFIITYIDDILIHSPDLOQTHLAHLEIFFQEVQAHGIVLSE
KKMVLFQONDIDFLGIHVIDGHIQMQPHVLTKLAEFPDELKDTKMIQRFLGVLNYIHKYIPRLSEK
TAPIRKHLKSGWSSQATAAVKNLKEECKSLPKLOQPPGEGLLILQTDASDDFWAAVLFERKEENKE
EELCAYASGEFLPNQKNYFAAEKETLATIFNGIQKFELYLAPRKFLIRTDSMNFKYFLSAKLSRQM
ARGRLLSWQIWFQQYDFDVEWIPGNSNYIADALTREMNKAHRIGRSRTEVRGSIFDIPDQPD
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The consensus sequence of GbilV

#Nucleotide sequence

>GbilVv (6,081 bps)
TGGTATCAGAGCCAGCSAGTCATAAATTGTTAATGTCTTTGGAGTTAATTTTCTTAATTATTTCT
GTGATCTTCTATCTTGTTCAATTTATCTTTATTCTGCTCAGAGTTTTCACAAACCTATGACTAGA
GTTAGATAGACACCTCTGATTCAAGTGAGAAAGCTATCCCTGGTTGTGTGTT TGAAAATCTTGTG
TTCCTCTTGTCTGTATATTCTGGATTGCTGAGTAAGGCCCTGGAGCGAAGGACGTAAGGCTGTGG
GGAAGTGCCGTGAAGGTCCGAATAGTTCGGGTAAATCTCAGAATCAGTCAAACAGAAGGAGATCA
ORF1-
TTAAGATGGAGAATACCTCTGGAATTCGTGAAGTAAATACTTTCAGTTTTGACATTGAACAAGCT
GGACCATCTGGAAGTAAGATTGGAAATCCTCCAAAGCTACATTCTTCTGATGTATATAAAGTAAA
TCCATTTAATCTTTTGGCTAAGTTGAATATTAAGAAGCATGAAGTAACGGGGCAAGTACAGGCTA
AGTCAGGTATGCAGATTGCTCATTTGCCTGTTCTTTCTGAAAAAGAAATAGAAGTT TTACAGAAA
CAAAATAAATATAAGTATATACATTTTGGACAGT TTAGGATTATTGTAAAAGCTTTGTTTCGAAG
AGGTATAGATACACCTATAATGGTAGCACTGTTGGATTCTCGTTGGAGAAAATGGAAACAAGCCA
AGATTGGATCTTTTAGAGGAAATTTGTGTAATGGAGTACAATGGGGGGATATATGTCCTAATTTT
CCTCTAGAGATAAAAGACACTCATTTTCCCACTGCCATAAATATATTAGTTATGGTTGATGGTAT
AGATATGTTAGAAGGGTCAAGTTTTATTTCAATAAATGTTACCTCTGTCACYCAGCTCACCAACA
CTATGACACCCCTTGTATATAATCCTGAAATCAAAGATGTGGTTGCAGTAGGACAAACAAATGCA
GAACAGATTGTGGCAGCCCTGAATAAATCCTTTGGATCTTTAGATAATTGGTCTTTCAATTATCA
AGAAATATTTCATGAGAAACAACCTTCTTCTTCTGTCAGAATTCAACAAGAAGATGAAGAAGATG
AGCAAGGAAATATTTCTTTAAAATGGATGAAACCTCCAAGAATAAATAGAAGTTATTCTT TAAAT
TTGGCTACAAGTGACAAAGGAATTGAATTTAGAGGAATAACAGAATCTGGAGAAGCTTCTACTTC
TGGTAAAGAAGTAGCAGAAAAGAATCCAAGGATAAGTCAAACTGTAAATAAAAATATTCATTCTG
ATTTTTGTTTAATGTCTTATGTAAGAGTTCCTATGGAAGAAGAAGAACCATCCAGAATAGATAGG
GGAGGAAGATGGCCCAGTTTCAGAAGTTTTTCTGCTTTTTCTCCTGATCAAAATAGAAGAGTTGA
TCATACTCCATTAGTTGTAAGAGATGCCAGACACACTGAACAACAAAAAAMTTCAGTACAACAAA
GAAATTGGATGTGCCAGTGGATGAACTGTGCACAACAGAATATGGAAGAACAGACTGCTAAGTTA
GATGCATTAGCAGCCCAAATGGAGTTAGTTTCAAAAAGATTAGCAGAACAAAAGAAACCTGGTGC
TCAGAATTATGCTGCAGCAGCTCAAAATTTTAGAACTCAAAGTGAAGAAATACATGATATAGAAA
GAAGACGCCAAAAACAATTAGTTCTAAAAAAACCAAAAAAGGACACTAAAGAAAAGGAAATTAAA

ORF2-,
ATTAGTAAAATTCAAGAATTTCCTTTAGAGAAAAAAAGCAACCCTGCCTACTTTTCCCAAACAAG
~ORF1

AACCTATAAATTTTGAAAAAGGAGAAACTTCTCATCCTGTTGATATCCCTGCCTTCCAAGTAAAT
ACACCATTAGGAGTTTATTTGACTTTAGATTGTCCTAAAGATGCTATTGAAGAAATCAGGTTATG
GATTAGTCAACTACATAATATGCAGTATCTGAAAGGACTTGGAAATGTAGAAATGGTGTTATATG
CTATAAATCTTATGGGAGGAACTGCTAGAAGATGGTGGGACGCAGGTACTGATGAAGCTCAAGAA
ACCATTAAGCAAGGAGGATTGACTGCTTTATATAAKGCATTGCT TAATGAATTTGCTCATAGTGT
TCTTGAGGAATATAAAAATGCTGCTAAATACCTCATGGAGCTGGAACTAAATGATTTTAGAAAAT
ATGATGAATATGTTTGTAAATTTAGAGAATTATTGTATAAAGCAAGATTACATACTGACCCAGGA
GCCAAGTTACATTTTGTACAGTCCCTTAAAGGTCTTGGTCCTCATTTATTAACAAAATTAGAAAA
TCAAGGTATTAATGTCAGAACTATTCCTTTTAATGAATTAGCTTTTAGATGTCAGCAACAAATTG
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AGCTTATGTGTCTTGACAAGAAAGCCCAGAAAGTTCTTAGAAAACAAGGTTTTAAATATTCTTGT
TGTAAATCATTTCCTGACATTCCTGAGTTTGGTCGAAAAAATTTGTATAGTCATTCCAAGAAGAA
GAAAAAGTCTGTATATAAGCCATACAAGAGTCGTTGGTCTTTGAAAAAAGTCCCTTGGCAAAAAG
GCCAAAAAGCCCCAGCTAGAACATTTCTCCGCCGAAGAAAGACCAGAAGACCAATTTCAAAGAAA
TCCTGTTGTTTTGCCTGTCAGCAGGAAGGCCATTGGGCAAAAGATTGCCCTAATTCTTCTAAAAA
ACATCGCACATTCTTTTCTACAGAACAGGCAGAAGCGTGGTGGGAATGGATACCGCCACAAGAAG
AAATTTTTGATATTGACAATGTCTTCATGCTCAGTGAAGTTGAGGATATAGATGAGAATGGAAAT
GAAGACAGTTTGTCAATAACTTCTTCAGAAAATGAAGAAGAAGAAAATTGTTTTATGTTTTCTGG
TCAGGAGCAGCAGCCTATTTGGAGACCAGAAAAAGAATATGAGTTTCTCTTTCCAAAAATTGAAG
ACTTTGATATGACAGATGCAGCAGAACATGAGGAGATACCAGAACAATCAAATTATCTGGTAAGC
TGTGAAAGAAGCCTTTGTATTCAGGTTTATCCAAATCATTCTAACCAAGCTATGGTAGACTGCTT
AGTTGATACAGGTTCTACAAGGAATTTTGTACAGCCTACAATATTCTCTCAGCAGTATTGGAAAA
GGTTAAAATCGCCATTGGTTGGACAAGGTATGGGTGAGTATGAATACAGGTGTGATTATTATATC
CCTGCTGCAGAACTCAAAATTGGAAAGAAAAGTTTTTTTGCAGATTTGTATATTTGTACAGGACA
TAAATATGATATATTGCTAGGACTTCCATTTCTAGAAAAATATTTGCCAGTGACAATACTAGATA
ATAGTTTGATTTTAAATCATCAAGGAAACATGATAGAAGTACCAAGATTGAATTATGCTTCAATT
CAAGACAAAGAAGATAGTCTAGATGAAGATATGTTTCAGGCTATTGAAGAACAAGAGAATCCAGA
AGAAAATGAATTAGATTCTCTGATAAACTTCTATCAAAATAAAGATAAAGAAAAGAAAGAAAGAA
AACAGAAATGGAAAGAGCAAGATGTAGATATGTACAGTTTAATTCAAGATTTTAATTGTTTATTC
TCTGGAGAAAATTCAGAAGGGTTGGAAAAAGATATTGACAGAATAACCAAACAGTTAGAAGAATG
TTGCAGTATGAATCCTTTGGCATTTTGGGACAAGGATCAGCCTGAAGCAGAAATTGAGCTGACAG
ATCAGAATGCTAAGGTATATGAAAAACCAATTCCCTGTCCTGAAAAATATAGAAAGGAAATGGAA
ACTCAGATAGAAGAATTGTTAAAATTAGATCTGATAGAAGAATCTAAATCACCATTCTGTTGTCC
TGCATTTATGGTTTATAAACATTCTGAAATAAAAAGAGGAAAAGGAAGAATGGTAATAAATTATA
AAAGGTTAAATTCTGTTACCAAGAGTTTTAATTACCCTCTTCCTCATAAAGAAACATTATTTGAA
AGAATAGCAGGATGTCAGTATTTTTCAAAGTTTGATTGTAAATCAGGATTCTATCAGATAATGGT
TAAAGCAGAAGACAGGTGGAAGACGACATTCTCAGCATTAAATGGTCAATTTCAGTGGAAGGTAA
TGCCCTTTGGTTTGAAAAATGCTCCTGCATACTTCCAGAGAAGAATGGATAAAATATTTAGACAT
ATGGATTGGTTTTTTGTGTATATAGATGACATGTTAATATTCAGTAAGACTTTAGAAGAACATGT
ACAGCATTTGAAAGAGTTTTATGAAATTTGTAAAAATCATGGTATTGTTTTGTCTTCAACAAAAA
TGGTGATCTGCAAAAAAGAGATGGAATTCCTTGGATTCAATATTCAAGGAGGAAAAATTAAATTG
CAAGGACATGTTTTGGAAAAAATAGATCAATTCCCTGATATAATGGAAGACAAAAAACAATTACA
AAGATTTTTAGGATGTTTAAATTATATTGGGAATTTCTATTCTTTGGTTGCTAAAGATCGGCAAG
AATTACAGAATTTGTTAAAAAAGGATGCAGTATTTAATTGGACTTCCAGACATACTTCTTTGGTC
AAAGCTATAAAACAAAAATGTAAACAATTGCCTTCTTTAAAAATTCCAGAAGCAGGTAAACAATT
TATTTTACAAACTGATGCTTCTGACAAATATTGGGCAGCTGTTTTATTGCAGAAAAATGATCAAG
GACAAGAAGAAGTATGTGCATATACTTCAGGTACATTTTCTGGTAGTTCATTAAATTACACTATT
TATGAAAAAGAAATTCTTGCTGTACAAAAAGGCATCATGAGATTCAGGATATATCTTCTTCCTGA
ACATTTTCTGGTAAGAACTGATAATAAAATGTTCAAAGCCTTCTTAAATAAAAAGATTGATAAGC
AGATTGCAAGAGGCAGATTATTCAGATGGCAGGCATGGTTCCAAGAATATAATTTTGATGTCGAA
TATGTYAAAGGAGATAAAAATTATCTTCCTGATGCATTGACTAGAGAAATGACATCTTTGTGTTT
TATGAATAGAAACAGGAACCGTCCAAATGACAGGCTTAATGGGTTTGTCATTGAAGAAATTGATG
ATTTTCCATGTCCTTTTGCAGAACAGTATTATACTTTTATTGAAGGTTTATTTTTATTACCAGAA
GATCCTATGCCAGAGTTTATAAGGAGATGTGATGCGGTAATCAGGAATATGAACCGGGATGCTGA
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ATGTTGTCATTTCAGTCGAATTGGAAAAAGAATGAAAATGTGTCTGTTTTCTGCAAATATGAATC
TCAATGATTATATAAAAGCAGACTCATTAATGAAATCCAAAATAATAATGGAAATTAATATTCCA
AGGCTGGATATGAGTAATGTTTCAAGATGGTTCGTGATTTGGATGTTTTCACATTTTCCAAATAA
ATTATGGTGGAGATATGTGAATGGGAGGAGACCATTATATGCCATTGTAAATAGTGACCATGACT
TTTGGAGCTTGCAAGAAGATGTGCCACCTCCGCCAGCATCACCATCATCATCTGAAGACCATGGA
—ORF2

TGAATGCCATGTGTAAAAGCCATGTAAATAATATTTAATGTAAAGAAACTTCGGATGTAGACACT
GGCCCACAAAGAGGCTAAGACCCATCTCGAAGTTTCTAAGAGTCACTGTAGATATACTTTTACTG
TAGACATACTTTTGACGTGTCCAATCTCGTGAAGCCTCTCCACCGCCTCAAAATTGTTATATAAG
GAGGCTCACTTCTCATTTGGGGGCATCGAGTGTTGAGTGACATTGAGTCTTGGGTGATCTAGNTA
AGAGTCTTAGAGAGTCTGTGAGTCGAAAGTTAGTATGCTCTTCACGTCGCACCCTGTGTGATCTT
CGTGAATCAGAAAARCTTTCATTTTTATTGTAATTAGTTTTCTCTGTCTCTGAGAATGAGTATGC
TCTATGCTTCGCACCTTAGGGTGATCTTGGCATATCAGAAATATTCTCAGAAACACTATTGTCTG
TAAATGATTTTCATCTTATCTTATAAATATAAGTGT

#Protein sequences

> GbilV (ORF1)
MENTSGIREVNTFSFDIEQAGPSGSKIGNPPKLHSSDVYKVNPFNLLAKLNIKKHEVTGQVQAKS
GMQTIAHLPVLSEKEIEVLQKQNKYKYTHFGQFRIIVKALFRRGIDTPIMVALLDSRWRKWKQAKT
GSFRGNLCNGVQWGDICPNFPLEIKDTHFPTAINILVMVDGIDMLEGSSFISINVTSV?2QLTNTM
TPLVYNPEIKDVVAVGQTNAEQIVAALNKSFGSLDNWSFNYQEIFHEKQPSSSVRIQQEDEEDEQ
GNISLKWMKPPRINRSYSLNLATSDKGIEFRGITESGEASTSGKEVAEKNPRISQTVNKNIHSDF
CLMSYVRVPMEEEEPSRIDRGGRWPSFRSFSAFSPDONRRVDHTPLVVRDARHTEQQK? SVQQORN
WMCQWMNCAQQNMEEQTAKLDALAAQMELVSKRLAEQKKPGAQNYAAAAQNFRTQSEETHDIERR
ROKQLVLKKPKKDTKEKEIKISKIQEFPLEKKSNPAYFSQTRTYKF *

>GbilV (ORF2)

LPTFPKQEPINFEKGETSHPVDIPAFQVNTPLGVYLTLDCPKDAIEEIRLWISQLHNMQYLKGLG
NVEMVLYAINLMGGTARRWWDAGTDEAQETIKQGGLTALY ?ALLNEFAHSVLEEYKNAAKYLMEL
ELNDFRKYDEYVCKFRELLYKARLHTDPGAKLHFVQSLKGLGPHLLTKLENQGINVRTIPFNELA
FRCOQOQIELMCLDKKAQKVLRKQGFKYSCCKSFPDIPEFGRKNLYSHSKKKKKSVYKPYKSRWSL
KKVPWOQKGQKAPARTFLRRRKTRRPISKKSCCFACQQEGHWAKDCPNSSKKHRTFEFSTEQAEAWW
EWIPPQEEIFDIDNVFMLSEVEDIDENGNEDSLSITSSENEEEENCFMFSGQEQQPIWRPEKEYE
FLFPKIEDFDMTDAAEHEEIPEQSNYLVSCERSLCIQVYPNHSNQAMVDCLVDTGSTRNFVQPTI
FSOQOYWKRLKSPLVGQGMGEYEYRCDYYIPAAELKIGKKSFFADLYICTGHKYDILLGLPFLEKY
LPVTILDNSLILNHQGNMIEVPRLNYASIQDKEDSLDEDMFQAIEEQENPEENELDSLINFYQNK
DKEKKERKQKWKEQDVDMYSLIQDEFNCLFSGENSEGLEKDIDRITKQLEECCSMNPLAFWDKDQP
EAEIELTDONAKVYEKPIPCPEKYRKEMETQIEELLKLDLIEESKSPFCCPAFMVYKHSEIKRGK
GRMVINYKRLNSVTKSENYPLPHKETLFERIAGCQYFSKFDCKSGFYQIMVKAEDRWKTTFSALN
GQFOWKVMPFGLKNAPAYFQRRMDKIFRHMDWFFVYIDDMLIFSKTLEEHVQHLKEFYEICKNHG
IVLSSTKMVICKKEMEFLGEFNIQGGKIKLOQGHVLEKIDQFPDIMEDKKQLOQRFLGCLNYIGNFYS
LVAKDRQELONLLKKDAVFNWTSRHTSLVKAIKQKCKQLPSLKIPEAGKQFILQTDASDKYWAAV
LLOKNDQGQEEVCAYTSGTEFSGSSLNYTIYEKEILAVQKGIMRFRIYLLPEHFLVRTDNKMFKAF
LNKKIDKQIARGRLFRWOQAWFQEYNFDVEY?KGDKNYLPDALTREMTSLCFMNRNRNRPNDRLNG

25



FVIEEIDDFPCPFAEQYYTFIEGLFLLPEDPMPEFIRRCDAVIRNMNRDAECCHFSRIGKRMKMC
LEFSANMNLNDYIKADSLMKSKIIMEINIPRLDMSNVSRWEVIWMESHEFPNKLWWRYVNGRRPLYA
IVNSDHDFWSLQEDVPPPPASPSSSEDHG™*
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