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DHPV NS2 Amino acid sequence alignment

01 : JN082231-South Korea-Genotype I

02 : MT980830-Madagascar-Genotype I

03 : DQ002873-Thailand-Genotype II

04 : FJ410797-India-Genotype II

05 : DQ458781-Australia-Genotye III

06 : 0Q857567-South Korea-Genotype IV-In this study
07 : 0Q857568-South Korea-Genotype V-In this study

01-MASKGEYYYFTPRDLVNFVNTLLCHKISAIAMKMLTMKE TEF LREVWIPYIQGFQTAHDLGV--———~ DKCGAAGSEYKKVFLDEEKFMDFVTSFRRSVEISYGDKWREDVSYFMADVEW
02-MAGKGEYYYFTPKDLVNFVNTLLCHKI SAIGMKMLAMEEKEFLRAVWLPYIQGFQTAHELGVDT -~ --DKCGAVGDDFQEVFFDERKFIDFMS SFRRSVFISYGDQWRHKPSNFMADVEW
03-MASKGDYYYFTPRDLVNFVNTLLCHKINAIAVKMLTMKEEDFLSQVWLPYIQGFQTAHDLGRDS -~ --DKCGAAGDEFQEVFLDERKFIDFMT SFRRSVF I SYGDEWRHRS SHFMADVEW
04-MASKGDYYYSTPKDLVNFVNTLLCHKI SAIGMKMLTMKEKDF LRDVWLPYIQGFQTAHDLGR- - ———~ DECGAAGDDFQEVFFDAQEFIDFMSSFRRSVEISYGDKWRDDSSYFMADEEW
05— = — — o MSSFRRSVFISYGDEWRTGSECFMADVEW

06-MASKGE-YYFTHRNLVKEFVCTLLSHKISNIGVRMLTMDLEEFLGAVWLPYIRGFQTAHELGTEE----DECGAAGSDYTKVFFDEEKFKNFITALRRSVFISYGEEWKRDIKYFRGDVEW
07-MSSKGEYYYFTHRNLVKFVCTLLGHKLSNIGIKMLTMDVEEFLGAVWLPYIRGFQTAHELGIEEEEEDDECGAAGSDYTRVEFDEEKFKDFITALRRSVFISYGDKWKTDVKCFRGDVEW

01-SDQLRQFWMMIFGECFHVNMS PCKRLY IEMLPYYYLAKMTTENRHLVEWEYMNPCPNTHVRRNKMTGMNFCKQGVVIDNEY PDNOMGCYNIDEHPLPGGIRWSGTNEYRTGYVHVNKVKW
02-SDQLRQFWLMIFGECFHVNMAPCKRMY IDMLPYYYLAKMTTENRHLIEWELMNPCPKTHVRRNEMTGMNFCSSGVVIDNEY PNNOMGCYNIDEHPLPGGIRWS SCNEYRTGYVHVNKVKW
03-SDNLRQFWMMIFGECFHVNMS PCKRLYVDMLPYYYLAKMTTENRHLIEWEYMNPCPATHVRRNKMTGMNFCSQGVVIDNEY PDNOQMGCYNIDEHPLPGGIRWSGNTEYRTGYVHVNKVKW
04-SDNLRQFWMMIFGECFHINMS PCKRLYVDMLPYYYLAKMTTENRHLIEWEYMNPCPATHVRRNKMTGMNFCSQGVVIDNEY PDNOMGCYNIDEHPLPGGIRWSGNTEYRTGYVHVNKVKW
05-SDNLRQFWMMIFGECFHVDMSPCKRIYISMLPYYYLAKMTTENRHLIEWEYMT PCPSTHERRNKMTGMYFCSQGVVIDNEFPDNOMGCYNIDEHPLPGGIRWSGTTECSTRYVHVNKVKW
06-SDDLWMFWYMILGECFHVQLK-YSRVLIEMLPYYYLAKMTSENGDKINWEYMRPIPEWDMYENKMEGIHFCRTGVVIDTEY PNNQLGLYNVDEHPLPGGIRWNKNTGKPDD YVHVNKVKW
07-SEELWMFWYMILGECFHVQLK-YNRVCVPMLPYYYLAKVTTENRDKIKWEHVIPIPESDVYENTAEGIHFCKAGVVIDTEYPSNQLGLYNVDEHPLPGGIRWAKKTGKPDDYIHVNKVQW

01-LGEVADKISDMEETSSDEEVPSSQEKYMKS -KEKKEQQOKT -EKKEDE PANKKRKFSLTNTVLEKQKMELGKFFRMEEEPINIKLYDLEEGKEHHVHEATRIDGSNSKFAKKKDEQGNVMDD
02-LKVTDKVSDMEATSSDEELPSSQEKYMKS -KEKKEQSKT -EKKEDEPASKKRKFSLSNTILEKQKLELGKFFRMEDEPINIKLYELEEGKERHVHEAIRIDSSNSKFAKKKDEQGNVMDD
03-LGVTDKVSDMEETSSDEEVPS SQEKYMKS -KEKKEQPKT SEKKDDE PANKKRKFCLTSAALEKQKLELGKFFRMEEEPINIKLYDLEEGKEHHVHEAIRIDGTNSKFAKKKDEHGNVIDD
04-LGEVTDKVSDMEETSRDEEVPS SQEKYMKS ~KEKKEQQOKTAEKKDDE PASKKRKFSLTNTVLEKQKMELGTFFRMEEEPINIKLYELEEGKEHHVHEATRIDSSNSKFAKKKDEQGNVLDD
05-LGVADKVSDMEETSSDEEVPS SQEKYMKG-KDKRDQOKT -EKKDDE PPKKKTKF SLSNTVLEKQKLELGKFFRMEEEPINVKLYELEEGKEHHVHEAIRIDGSNSKFAKKKDEQGNVLDD
06-LTIADKVSEMEDTS-DEEVPSSQEKYMKMDKNKKEQLKE - -KKGEEQPNKKRKLNLSNMALEKQKMELGRFFRMEEEPINIKLNELDEGREYHVHEAVRVNSNS SKFAKKKDEHGNDMDD
07-LTITDKVSEMEDTS-DEEVPSSQEKYMKMEKKKTEQQK---KEGE-QPNKKRKLNLSNMALEKQKMELGRFFRMEEEPINIKLNELEEGREYHVHEAVRVNSNSSKFAKKKDEHGNEMDD

01-FKVIVCDGENNLYGFFANTQLNKLFNKWHGTKKY SMKPEHNISLKVSQISEVRNGKMCIVKMGINDDVKCFAR*
02-FKVIACDGENNLYGFFANTQLNKLENKWYGTKKY TMKPEHNISLKVSQISEVRNGKMCTIKMAINDDVKCETR*
03-FKVIVCDGENNLYGFFANTQLNKLENKWHSTKKY SMKPEHNISLKVSQIQEVRNGKMCIVKMAINDDVKCFAR*
04-FKVIVCDGENNLYGFFANTQLNKLFNKWHTTEKY SMKPEHNISLKVSQISEVRNGKMCVVKMGINDDVKCFAR*
05-FKVNVCDGSSNLYSFFANTQLNKLFNKWHSTKKY GMKPEHNISLKVSQISEVRNGKMCIVKMAINDDVKCFAR*
06-FKVIICDGDNNLYGCFANTQLTKLENRWHNTKKY SMKPEHNISLTISAIQEVRNGKMCVCKMAINDDIKCFAR*
07-FKVIICDGENSLYGCFANTQLTKLENRWHNTKKY SMKPEHNISLTVSSIQEVRNGKMCVCKMAINDDIKCFARY*

Fig. S1. DHPV NS2 amino acid sequence alignment data. Sequence alignment was processed by Clustal W (BioEdit).
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DHPV NS1 Amino acid sequence alignment

01 : AY008257-South Korea-Genotype I

02 : MT980830-Madagascar-Genotype I

03 : KR492913-China-Genotype I

04 : KR492914-Asian-Genotype I

05 : JN082231-South Korea-Genotype I

06 : KR492912-China-Genotype I

07 : DQO002873-Thailand-Genotype II

08 : FJ410797-India-Genotype II

09 : DQ458781-Australia-Genotye III

10 : 0Q857567-South Korea-Genotype IV-In this study
11 : 0Q857568-South Korea-Genotype V-In this study

01-MFCQVMKLKREGMVDHNPLVTFYSGIIVKFEHWNNNVSKVRKFLYKFAQWLYKECTYIHNISAAVHDRCKDDCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHE
02-MFHQVMKLKREGMVDHNPLVTFYSGIIVKFEHWKDNVSKVRKFLYKFAQWLYKECTYIHNISAAVHVRCNDECCKDSANKVCKDIYGPHLHILLESVNENWSKSSKRVLEFRGYEKILQHE
03-MFHQVMKLKREGMVDHNPLVTFYSGIIVKFEHWKDNVSKVRKFLYKFAQWLYKECTYIHNISAAVHVRCNDECCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHE
04-MFYQVMKLKREGMVDHNPLVTFYSGIIVKFEHWNDNVSKVRKFLYKFAQWLYKECTYIHNISAAVHVRCNEDCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILONE
05-MFCQVMKLKREGMVDHNPLVTFYSGIIVKFEHWNNNVSKVRKFLYKFAQWLYKECTYIHNISAAVHDRCKDDCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHE
06-MFCQVMKLKREGMVDHNPLVTFYSGIIVKFEHWNNNVSKVRKFLYKFAQWLYKECTYIHNISAAVHDRCKDDCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHE
07-MFRQVMKLKREGILDHNPLVTFYSGLIVKFEHWNDNVSKVRKEFVYKFAQWLYKECTYIHNISAAVHDRCKDNCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHD
08-MFCQVMKLKREGMVDHNPLVTFYSGIIVKFEHWN-NVSKVRKFVYKFAQWLYKECTYIHNISAAVHDRCKDDCCKDSANKVCKNIYGPHLHILLESVNENWSKSSKRVLFRGYEKILQHD
09-MFCQVMKLKREGMVDHNPLVTFYSGIIVKFANWT -NVSKVRKEVYKFAQWLYKECTYIHNISAAVHDRCNDNCCKDLANKVCKNIYGPHLHILLESVNENWSKSSKRILYRGYEKILQHE
10-MFCQVMKLRREGIVDHNPLVTLYSGIIIKFENLS-DVSKVRKFVYKFAQWLYKECTYIHNISAAVHDRCNNDCCKDAANKVCKNIYGPHLHILLESVNDNWSKCSKRVLFRGYEKILQHE
11-MFCQVMKLRREGIVEHSPLVTFYSGIIIKFENLS-DVSKVRKFIYKFAQWLYKECTYIHNISAAVHDRCNNDCCKDAANKVCKNIYGPHLHILLESVNENWSKCSKRVLFRGYEKILQHE

01-NQQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSNEELLSKLVKMKDTQERDDLYEKACQFKRDKNAARKIENSTAKTLDGADN-DNIRLSSSRAIYLENLQVLEKY
02-HKQLWEDLGLQKTSPSSMSLWDGEMFRWYMFRDRKYAKVHGTYYYSSNGEFLSKLVKMKDTQERDDLYEKACQFKKDKNTARKIENSTAKTLDGVDN-DNIRLSSSRAIYLENLQVLEKY
03-HKQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSNGEFLSKLVKMKDTQERDDLYEKACQFKKDKNTARKIENSTAKTLDGVDN-DNIRLSSSRAIYLENLQVLEKY
04-HKQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSNGEFLSKLVOMKDTQERDDLYEKACQFKKDKNTARKIENSTAKTLDGVDN-ENIRLSSSRAIYLENLQVLEKY
05-NKQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSSEELLSKLVKMKDTQERDDLYEKACQFKKDKNAARKIENSTAKTLDGADN-DNIRLSSSRAIYLENLQVLEKY
06-NQOLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSNEELLSKLVKMKDTQERDDLYEKACQFKRDKNAARKIENSTAKTLDGADN-DNIRLSSSRAIYLENLQVLEKY
07-NKQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYASVHGTYYYSSDAEFLNKLMKMKDTQERDDLYEKACQFKRDRNTARKIENSTAKTLDGGENNDNIRLSSSRAIYLENLQVLEKY
08-NKQLWODLGLOKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSNEEFLKKLIDMKDTQERDDLYEKACQFKRDKNAARKIENSTAKTLEDGEN-ENIRLSSSRAIYLENLQVLEKY
09-NRQLWEDLGLQKTSPSSMSLWDGEMFKWYMFRDRKYAKVHGTYYYSSDNEFLMKLIKMKDTQERDDLYEKACQFKKDRNTARKIENSTAKTLDGGENNDNIRLSSSRAIYLENLQVLEKY
10-NKQLWEDLGLQTTSPSSMSLWDGEMFKWYMFRDRKYSKVHGTYYYSSDDVFLKKLIEMKDTQERDDLYEQACQFKRDRNTARKIENSTAKTLKGVDS-DNIKLSSSRAIYLENLQTLEKY
11-NKQLWEDLGLQTTSPSSMSLWDGEMFKWYMFRDRKYARVHGTYYYSSDDVFLKKLIEMKDTQERDDLYEKACQFKRDRNTARKIENSTAKTLKGVDS-DNIKLSSSRAIYLENLQTLEKY

(continued on next page)

Fig. S2. DHPV NS1 amino acid sequence alignment data. Sequence alignment was processed by Clustal W (BioEdit).
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01-LVKHKCYTIQDFKMMORNEDEIWVNYMYDIQNLEKVIEKLNIMEY SLOQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQSRQICIDGAYMMEFNI IENMKVE
02-LIKHKCYTIRDFKMMOKNEDEIWVNYMYDIQNLEKVMEKLNIMEY SLOQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLTGQSRQICIDGTYMMFKIIQNMKVE
03-LIKHKCYTIQDFKMMOKNEDEIWVNYMYDIQNLEKVIEKLNIMEY SLQQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQSRQICIDGAYMMFKIIQNMKVE
04-LIKHKCYTIQDFKMMORNEDEIWVNYMYDIQNLEKVIEKLNIMEY SLOQQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQSKQICIDGAYMMFKIIQNMKVE
05-LVKHKCYTIQDFKMMORNEDEIWVNYMYDIQNLEKVIEKLNIMEY SLOQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQSRQICIDGAYMMEFNI IENMKVE
06-LVKHKCYTIQDFKMMORNEDEIWVNYMYDIQNLEKVIEKLNIMEY SLQQADYIEGNTWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQSRQICIDGAYMMENI IENMKVE
07-LVKHKCYTIQDFKMMORSDDEIWVNYMYDIQNLEKVIEKLNIMEY SLQQADYIEGNTWIGEDLWNTNSAYMKTIKRGTDRY YWY IQRHISNRASLVGQSRQICIDGAYMMFKIIENMKVE
08-LRKHKCYTIQDFKMMORNDDEIWVNYMYEIQNLEKVIEKLNIMEY SLOQQADYIEGNPWIGEDLWNTNSAYMRTVKRGTDRY YWY IQRHISNRASLIGQTKQICIDGAYMMFKIIENMRVE
09-LVKHKCYTIQDFKMMORSDDEIWVNYMYDIQNLEKVIEKLNIMEY SLOQADYIEGNTWIGEDLWNTNSAYMKTIKRGTDRY YWY IQRHISNRASLIGQSRQICIDGAYMMFKIIENMRVE
10-LVKHKCYTIQDFKMMOREEDEIWVNYMYDIQNLEKVIEKLNIMEY SLQQADYIEGNTWIGDDIWNTNSAYMKTVKRGADRY YWY THRHIANRASLIGQNRQICIDGAYMVFKIIENMRVE
11-LIKHKCYTIQDFKMMOREEDEIWVNYMYDIQNLEKVIEKLNIMEY SLQQADYIEGNTWIGDDIWNTNSAYMKTVKRGADRY YWY ITHRHIANRASLIGONKQICIDGAYMVFKIIENMRVE

01-SRPKTIPIISKNKTVQWIQDFMDIMHGNLPKINCMMLYGNSNSGKTQLIEALTGLVNTAIMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
02-SRPKTIPIVSQNKTVQWIQDFMDIMHGNLPKVNCMMLYGNSNSGKTQLIEALAGLVNTAIMTNVGDGGTFHESNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
03-SRPKTIPIVSQNKTVQWIQDFMDIMHGNLPKVNCMMLYGNSNSGKTQLIEALTGLVNTAIMTNVGDGGTFHESNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
04-SRPKTIPIVSQNKTVQWIQDFMDIMHGNLPKVNCMMLYGNSNSGKTQLIEALTGLVNTAIMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHME
05-SRPKTIPIISKNKTVQWIQDFMDIMHGNLPKINCMMLYGNSNSGKTQLIEALTGLVNTAIMTNVGDGGTFHEFSNITEMGTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
06-SRPKTIPIISKNKTVQWIQDFMDIMHGNLPKINCMMLYGNSNSGKTQLIEALTGLVNTAIMTNVGDGGTFHEFSNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
07-SRPKTIPIVSKNKTVQWIQDFMDIIHGNLPKINCMMLYGNSNSGKTQLIEALTGLINTAIMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQTIEQWKGLCGGENI TMPMKYKEHKTHME
08-SRPKTIPIISKNKTVQWIQDFMDIMHGNLPKINCMMLYGNSNSGKTQLIEALTGLVNTAVMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHME
09-SRPKTIPIISKNKTVQWIQDFMDIMHGNLPKINCMMLYGNSNSGKTQLIDALTGLVNTAVMTNVGDGGTFHESNITEMSTIVVGNETKIRTQTIEQWKGLCGGENVTMPMKYKEHKTHMF
10-SRPSTIPVISQNKTVQWIQDFMDIIHGNLPKINCMMLYGDSNSGKTQLIEVLTGLINTATMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQT IEQWKGLCGGENVTMPMKYKEHKTHME
11-SRPSTIPVISQNKTVQWIQDFMDIMHGNLPKINCMMLYGDSNSGKTQLIEVLTGLVNTATMTNVGDGGTFHFSNITEMSTIVVGNETKIRTQT IEQWKGLCGGENVTMPMKYKEHKTHME

01-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGKEPVNAHIKFPNRMIPIKKNPELTQFVLASMQYVHTNYMNRPDKKFKIGFFNKLYDALFENS*
02-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGSEAVNSHIKFPNRMIPIRKNPELTQFVLASMQYVHLNYMDRPDRKFKIGFFNKLYDALFESS*
03-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGSEAVNSHIKFPNRMIPIRKNPELTQFVLASMQYVHLNYMDRPDRKFKIGFFNKLYDALFESS*
04-RKPVFLTNQHHPLMDISHYDDRRAIENRSFMYKVELGSEAVNAHIKFPNRMIPIRKNPELTQFVLASMQYVHLNYMDRPDRKFKIGFFTKLYDALFENS*
05-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGKEPVNAHIKFPNRMIPIKKNPELTQFVLASMOYVHTNYMNRPDKKFKIGFFNKLYDALFENS*
06-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGKEPVNAHIKFPNRMIPIKKNPELTQFVLASMQYVHTNYMNRPDKKFKIGFFNKLYDALFENS*
07-RKPVFLTNQHHPLVEISNYDDRKAIENRCFMYKVELGSEAVNAHIKFPNRMIPIKKNPELTQFILACMQYVHLNYMDRADKKFKIGFFNKLYDMLFEDS*
08-RKPVFLTNQHHPLVEISNYDDRKAIENRCFMYKVELGSEAVNAHIKFPNRMIPIRKNPELTQFILACMQYVHLNYMDRADKKFKIGFFNKLYDMLFEDS*
09-RKPVFLTNQHHPLVDISHYDDRRAIENRSFMYKVELGSEAVNAHIKFPNKMIPIKKNPELTQFVLASMQYVHSNYMDKPDRKFKIGFFNKLYDMLFENN*
10-RKPVFLTNQHHPLVEIKHHDDRRAIENRSFMYKVELGKEAVNAHIKFPNRMIPIKKNPELTQFVLASMQYVHINYRDRPDRSFNLRFFNKLYDALFAEG*
11-RKPVFLTNQHHPLVEIKHHDDRRAIENRSFMYKVELGKEAVNAHIKFPNRMIPIKKNPELTQFVLASMQYVHVNYRDRODRSFNLRFFNKLYDTLFAED*

Fig. S2. (continued)
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DHPV VP Amino acid sequence alignment

01 : AY008257-South Korea-Genotype I

02 : MT980830-Madagascar-Genotype I

03 : KR492913-China-Genotype I

04 : KR492914-Asian-Genotype I

05 : JN082231-South Korea-Genotype I

06 : KR492912-China-Genotype I

07 : DQO002873-Thailand-Genotype II

08 : FJ410797-India-Genotype II

09 : EU617324-India-Genotype II

10 : DQ458781-Australia-Genotye III

11 : EU346369-New Caledonia-Genotype III

12 : KR492907-Egypt-Genotype III

13 : OL753005-Taiwan-Genotype IV

14 : 0Q857567-South Korea-Genotype IV-In this study
15 : 0Q857568-South Korea-Genotype V-In this study

01-MSPTRKGGNYFASKHFQSKRKNKLGKVKDLLASKKRERK-FKGKGNTLSEEPSTSGWKDPVRQRFPALEQEERNTFAGLLATEAAPDOQRQLGRDSNNQLALVORDTRVAVROS TNRREAL
02-MSPTRKGGNYFASKHFQNKRKNKLGKVKDLLASKKKERK-FKGKGNTLSEEPSTSGWQDPVRRRFPALEQEERNTFAGLLATIEAAPDQRQLGRDNNNQLALVQRDTRVAVRQSTNRREAL
03-MSPTRKGGNYFASKHEQNKRKNKLGKVKDLLASKKKERK-FKGKCNTLSEEPSTSGWQDPVRRRFPALEQEERNTFAGLLATIEAAPDOQROLGRDNNNQLALVQRD TRVAVROSTNRREAL
04-MSPTRKGGNYFASKHEQNKRKNKLGKVKDLLASKKKERR-FKCKGNTLDEQPSTSGWKD PVRQRFPALEQEERNSFAGLLATIEAAPDOROLGRDSNNQLALVORDTRVAVROSTNRREAL
05-MSPTRKGGNYFASKHFQSKRKNKLGKVKDLLASKKKERK-FKGKGNTLSEEPSTSCGWKDPVRQRFPALEQEERNTFAGLLATEAAPDOQRQLGRDSNNQLALVORDTRVAVROS TNRREAL
06-MSPTRKGGNYFASKHEQSKRKNKLGKVKDLLASKKRERK-FKGKCNTLSEEPSTSGWKDPVRQRFPALEQEERNTFAGLLATIEAAPDOQROLGRDSNNQLALVQRD TRVAVROS TNRREAL
07-MSPTRKGGNYYASKHEQSKRKNKLARVKDLLASKKKERR-FKGKCNTLSEKPSTSEWND PVRQRFPELEQEERNTFAGLLATIEAAPDOQROLGRDNNNQLALVQRD TRVAVROSTNRGEAL
08-MSPTRRGGNYFASKHFQSKRKNKLAKVKDLLASKKRERR-FKGKGNTLSEKPSTSEWNDPVRQRFPALEQEERNTFAGLLATIEAAPDQRQLGRDNNNQLALVQRDTRVAVRQSTSRGEAL
09-MSPTRRGGNYFASKHFQSKRKNKLAKVKDLLASKKRERR-FKGKGNTLSEKPSTSEWNDPVRQRFPALEQEERNTFAGLLATIEAAPDQRQLGRDNNNQLALVQRDTRVAVRQSTSRGEAL
10-MSPTRRGGNYFASKHEQGCKRKSKLORVKDLLASKKKDRK-FKGKCNTLSEEPSTSGWRDPVRQRFPALGQEERNTFAGLLATIEAAPDOROLGRDSNNQLALVOQRD TRVAVROSTNRREAL
11-MPPTRKGGNYFASKHEQTKRKSKLORVKE FLESKRKDRR-FKCKGNTLSEEPSTSGWRDPVRQRFPALEDGERNTSAGLLATIEAAPDOROLGRDSNNQLALVORDTRVAVROSTSRREAL
12-MPPTRKGGNYFASKHFQTKRKSKLORVKEFLESKRKDRR-FKGKGNTLSEEPSTSGWRDPVRQRFPALEDGERNTSAGLLATIEAAPDQRQLGRDSNNQLALVQRDTRVAVROSTSRREAL
13-MPPTKSTGNFYASKRFQ-ELKKKVKAIKKTVSFKAKDKKKAKGKGQTLGEEPSTSAWRDPVRERFPELTQEDRNNFAGILATIEAAPDQRQLGRDSDNNLALVQRSTRALVRHTENRADAV
14-MPPTKSTGNFYASKREQ-ELKKKVKAIKKTVSFKAKDKKKAKGKGCQTLGEEPSTSAWRD PVRERFPELTQEDRNNFAGILATIEAAPDOQRQLGRDSDNNLALVQRSTRALVRHTENRADAV
15-MPPTRTKGNEFYASKREQ-EIKNQVKAIKNKVSFKAKDKK-SKCKGCHTLGEEPSTSGWRDPVRERFPELEQEDRNNFAGILATIEAAPDOROLGRDSNNQLALVQRSTRALVRHTESRTDAV
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Fig. S3. DHPV VP amino acid sequence alignment data. Sequence alignment was processed by Clustal W (BioEdit).


https://doi.org/10.3354/dao03761

Supplement to Choi et al. (2023) — Dis Aquat Org 156: 53—-57 — https://doi.org/10.3354/dac03761

01-EVVRAANQAIRSGGERLAELVQTYASGFSDSTEIVEVRQEDRIQRDIFQEEGONLLAIEIALEGPSSVTQQFDQEKTPAVKRALELTQEEEQLERIENAKKYIEEVIEETNREFESEVRQ
02-EVVKAANQATIRSGGDRLAEIVQAYASGFSDSTEIVEITQGNRIQKDIFQEEAQNLLATIEIALEGPSSVTQQFDQEKTPAVKRALELTEEEEQIERIENAKKYIEEVIEETNQELANQERQ
03-EVVKAANQAIRSGGDRLAEIVQAYASGFSDSTEIVEITQENRIQKDIFQEEAQNLLAIEIALEGPSSVTQQFDQEKT PAVKRALELTEEEEQIERIENAKKYIEEVIEETNQELANQERQ
04-EVVRTANQAIRSGGERLAELVQAYASGFTDSTEIVEVRQESRVQOKDIFQEEGONLLAIEIALEGPSSVTQQFDQEKT PAVKRALELTEEEEQIERIENAKKYIEEVIEETNQELANQERQ
05-EVVRAANQAIRSGGERLAELVQTYASGFSDSTEIVEVRQEDRIQRDIFQEERQNLLATIEIALEGPSSVTQQFDQERTPAVKRALELTQEEEQLERIENAKKYIEEVIEETNREFESEVRQ
06-EVVRAANQAIRSGGERLAELVQTYASGFSDSTEIVEVRQEDRIQRDIFQEEGONLLAIEIALEGPSSVTQQFDQEKT PAVKRALELTQEEEQLERIENAKKYIEEVIEETNREFESEVRQ
07-EVVRAANEAIRSGGDRLAELVQAYASGFSDSTEIVEVRQEDRVORDIFQEEGONLLAIEIALQEPSSVAQQLDQERTPAVKRALELTAEEERIERIENAKKYIEEVIEETNQELQEQERQ
08-EVVRAANEAIRSGGDRLAELVRTYASGFSDSTEIVEVRQEDRVORDIFQEEGONLLAIEIALQEPSSVALQLDQERTPAVKRALELTQEEEQLERIENAKKYIEEVIEETNQELENQERQ
09-EVVRAANEAIRSGGDRLAELVRTYASGFSDSTEIVEVRQEDRVORDIFQEEGONLLAIEIALQEPSSVALQLDQERTPAVKRALELTQEEEQLERIENAKKYIEEVIEETNQELENQERQ
10-EVVRTANEAIRSGGDRLSELVQAYASGFSDSTEIVETRQEDRVORDIFQAEGONLLAIEIALEGPSSVTQQFDQERTLAVKRALELTQEEERIEQIENAKKYIEEVIDETNRELATQERQ
11-EVVRAANEAIRGGGDRLSELVQAYASGFSDRTEIVETRQEDRVORDIFQAEGONLLAIEIALEGPSSVTQQFDQERTLAVKRALELTQEEERIERVENAKKYIEEVIEETNRELATEERQ
12-EVVRAANEAIRGGGDRLSELVQAYASGFSDRTEIVETRQEDRVORDIFQAEGONLLAIEIALEGPSSVTQQFDQERTLAVKRALELTQEEERIERVENAKKYIEEVIEETNRELATEERQ
13-DLVRTATTAIRRGGDILSELVQAFASGFTDHTQIVDLRQETRVOND IFQEEGONLLAIQLALEAPSTVAVQFDQERT PAVKRALDLTVYEEQAARTENAKRIIQEVIDETDRQLA - ———~—
14-DLVRTATTAIRRGGDILSELVQAFASGFTDHTQIVDLRQETRVOND IFQEEGONLLAIQLALEAPSTVAVQFDQERT PAVKRALDLTVYEEQAARTENAKRIIQEVIDETDRQLA - -~~~
15-DLVRTASAAIRRGGDILTELVQAFASGFTDHTQVVDLRQETRVOND IFQEEGONLLAIQLALEAPSAVASREDQERTPAIKRALELTAYEEQAARTENAKKIIQEVIDETDRQLA--——-~

01-ETSAEAEDTMASAAPTPMETSEPGVTAAPHQKSAA-GGGGGGGGSGCGETAGYGKNTNDAFQRHRNQPIDLKHIGDNVYVAQRVYKVEAECKLIHDKLTWS ~ATADNPEVRRLMGLNES SN
02-ETSASEEDTMSSAAPTPMETSEPGVTAAPHQQSAS-GGGGGGGCGSGCGETAGYGKNTNDAFQRHRNSPIDLKHIGDNVYVAQRVYKVE SECKLVNDKLTWS - TTNDNAFTRRLLGLEKDHT
03-ETSASEEDTMSSAAPTPMETSESGVTAAPHQRSAA-GSGGGGGGSGCGETAGYGKNTNDAFQRHRNKPIDLKHIGDNVYVAQRVYKVESECKLVHDKLTWS ~ATSDNAY TRRLMGLEKDHD
04-ETSASAEDTMSTAAPTPMETSEPGVTAAPHQRAAS-GGSGGGGCGSGCETAGYGKNTNDAFQRHRNKPIDLKHIGDNVYVAQRVYKVEAECKLVNDKLVWS ~-ETEDSGYVRRLMGLNES SN
05-ETSAEAEDTMASAAPTPMETSEPGVTAAPHQKSAA-GGGGGGGGSGCGETAGYGKNTNDAFQRHRNQPIDLKHIGDNVYVAQRVYKVEAECKLINDKLTWS ~ATADNPEVRRLMGLNAS SN
06-ETSAEAEDTMASAAPTPMETSEPGVTAAPHQKSAA-GGGGGGGGSGCGETAGYGKNTNDAFQRHRNQPIDLKHIGDNVYVAQRVYKVEAECKLIHDKLTWS ~ATADNPFVRRLMGLNES SN
07-EVSAAAEDTMNTEAPVPMETSESGATAAPQQORAAA-GGGGSGGG--GESAGYGKNPSDSFQRHRNKPVDLKHIGDNVYVAQRVYKVEAECKLVGDKLSWS -NTTNSKYLRRLLGINGNSN
08-EVSAAEADTMNTEAPVPMETSESGATAAPQQRAAA-GGGGSGGG--GESAGYGRNSSDSFQRHRNKPIDLKHIGDNVYVAQRVYKVEAECKLVGDKLSWSPSTSNTKEIRRLLGINGNSN
09-EVSAAEADTMNTEAPVPMETSESGATAAPQQRAAA-GGGGSGGG--GESAGYGRNSSDSFQRHRNKPIDLKHIGDNVYVAQRVYKVEAECKLVGDKLSWSPSTSNTKEIRRLLGINGNSN
10-DISAAAEDTMNSAAPTPMETSEPGTTAAPQQLSAA-GGGGGGCCG-GCGETAGYGKNTGSAFQRHRNKPIDLOQHIGDNVYVAQRVYKVEAECKLVNNKLTWQ-ATEDNPFTRRLMGLSSASN
11-DISAAADDTMNSAAPTPMETSEPGTTAAPQQLSAS-GGGGGEEG-GCETAGYGRNTSSAFQRHRNKPIDLKHIGDNVYVAQRVYKVEAECKLVYNKLTWN-TTEDNPFTRRLMGLSSASN
12-DISAAADDTMNSAAPTPMETSEPGTTAAPQQLSAS-GGCGGGGG-GCGETAGYGRNTSSAFQRHRNKPIDLKHIGDNVYVAQRVYKVEAECKLVYNKLTWN - TTEDNPETRRLMGLS SASN

13-———-- IEDTMSTEAPVPMETSENGAAAAPQORAAGGGGGGGG--SGGESAGYGKNPSDAFQRHRNKPIDLKHIGNNVYVSQRVYKVEAECKLVDDRLTWT -NTDDSTNIRRLMGERGDYN
14-———-- IEDTMSTEAPVPMETSENGAAAAPQQORAAGGGGGGGGGESGCGESAGYGKNPSDAFQRHRNKPIDLKHIGNNVYVSQRVYKVEAECKLVDDRLTWT ~-NTGDTTDIRRLMGEFRGDYN
15--——-- LEDTMSTEAPVPMETIENGATAAPHQRAAGSGGGGGGGGSGGESAGYGRNS SDAFQRHRNKPVDLKHIGNNVYVSQRVYKVEAECKLVGDRLSWS-ETSDTTDVRRLMGTSGNYG
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01-SGDIKYSFNALLHGSIGLGNLALSNYINAWGIDNMAKSEDSWAITIATRGKMNHLQAFEMIPOMQOGETIVGYTSAPVQFGKLLGHIYYPDPKGEEKIKVANHSNGQEYRIFDGALDGYTLD
02-QTGTKFSFKAPLNGSIGLGNLALGNYINAWGLDNIAKSEDSWAITIATRGKMNHLQAFEMIPQLOGETVIGYTSAPVQFGKLLGHVYYPDPKGEERLKVANNNDGREFKAFDGALDGYKLD
03-QGAIKFSYKSILNGSITMGNLALGNYINAWGIDNIAKSEDSWAITIATRGKMNHLQAFEMIPQOMQGETVVGYTSAPVQFGKLLGHVYYPDPKGEEKIKVANSDNGREVKVEDGALEGYKLD
04-QGDIKYSFNALLHGSIGLGNLALSNYINAWGLDNIAKSEDSWAIIATRGKMNHLQAFEMIPOMQOGETITGYTSAPVQFGKLLGHVYYPDPKGEEKIKVANNSNGKEYKIFDGATDGLTLD
05-SGDIKYSFNALLHGSIGLGNLALGNYINAWGIDNMAKSEDSRAIISTRGKMNHLQAFEMIPOMQOGETIMGY TSAPVQFGKLLGHIYYPDPKGEEKIKVANNSDGQEYKIFDGALNGYPLD
06-SGDIKYSFNALLHGSIGLGNLALSNYINAWGIDNMAKSEDSWAITIATRGKMNHLQAFEMIPQMQGETIVGYTSAPVQFGKLLGHIYYPDPKGEEKIKVANHSNGQEYRIFDGALDGYTLD
07-SGDIKHSFYTQLSGSIGLGNLALGNYINSWGMDNISKSEDSWAITIATRGKMNHLQAFEMVPQYQGETVVGYTSAPLQFGKLLGHVYYPDPKGEERIKIASKADAKE SKMEFKDAMAGYLLD
08-TGDIKHGFSASLPGSIGLGNLALGNYINSWGMDNISKSEDSWAIIATRGKMNHLQAFEMVPQYQGETIVGYTSAPLQFGKLLGHVYYPDPEGEERIKISSKADGQEAKMEFKDAMSRYMLD
09-TGDIKHGFSASLPGSIGLGNLALGNYINSWGMDNISKSEDSWAITIATRGKMNHLQAFEMVPQYQGETIVGYTSAPLQFGKLLGHVYYPDPEGEERIKISSKADGQEAKMFKDAMSRYMLD
10-QGNFKYSFKSILGGSVCLGNLNLSNYINAWGIDNIAKSEDSWAILCTRGKMNHLQAFEMIPQLQGETVIGYTSAPVQFGKLLGHIYYPDPKGEETIKVAGIGNGKESQVFEGAQEGYLMD
11-QGDFKYSFKSILGGSINMGNLNLCNYINAWGIDNIAKSEDSWAILCTRGKMNHLQAFEMIPQLOGETVVGYTSAPVQFCKLLGHIYYPDPKGEETIKVAGIANGKESQAFNGAKEGYLMD
12-QGDFKYSFKSILGGSINMGNLNLCNYINAWGIDNIAKSEDSWAILCTRGKMNHLQAFEMIPQLOGETVVGYTSAPVQFCKLLGHIYYPDPKGEETIKVAGIANGKESQAFNGAKEGYLMD
13-DVDTKENYKAKLAGSIQMGNLELGNYISAWGLDHISKSEDSWAIIATRGKMNHLQAFEMVPQLNGETVIGYNSVPVQFGKLLGHIYYPDPKGNEQLKVACFGDGKEGNTFKGAIDGLVLD
14-DVDTKENYKAKLAGSIQMGNLELGNYISAWGLDHISKSEDSWAITIATRGKMNHLQAFEMVPQLNGETVIGYNSVPVQFGKLLGHIYYPDPKGNEQLKVACSGDGKEGNTFKGAIDGLVLD
15-TFDPKEFNYNAKLSGSIQMGNLELGNYISAWGLDNISKSEDSWAIIATRGKMNHLOQAFEMVPQLNGETVIGYNSVPVQFGKLLGHIYYPDPKGNEQLKIACFRNGKEGNTFHRARDGLMLD

01-DDMNQKKITADQHHVEMFTDLRDAPMISEVTAYLNTDNPAQINGIGIEHQGFDMSNDANTALIGVMPSNCIRKRKEIQSGMDNVVLWSMQSNRLIDKRFWT PEGWSLKSVNGMANDRIDM
02-DDMTQTKITTDQHKVEVEFTDLRDSPMMSYVTAYLNSDNPPQINGIGMEHQGYDVAGGENTSFIGLMPSNCIRKRKEIQSGMDNVVLWSMKSNRLIDKREWT PEGWSNKSANGMANDRVEL
03-DDMNQKKITADQHHVYMFTDLRDAPMISEVAAYLNTANPQQINGIGMEHQGYDVAGGENTSFIGVTPSNCIERRKEIQSGMDNVVLWSMKSNRLIDKRFWT PEGWSNKSANGMANDRVEL
04-DDMNQKKITADQHHVYMFTDLRDAPMMSAVTAYLNTDTPAQINGIGIEHQGFDMTSDPNTALIGVMPSNCIQKRKEIQSGMDNVVLWSMKSNRLIDKRFWT PEGWSHKSMNGMANDRVD I
05-DDMNQKKITADQHHVYMFTDLRDAPMISKVTAYLNTDNPPQINGIGIEHQGFDMSNDANTALIGVMPSNCIRKRKEIQSGMDNVVLWSMQSNRLIDKRFWT PEGWSLKSVNGMANDRIDM
06-DDMNQKKITADQHHVEMFTDLRDAPMISEVTAYLNTDNPAQINGIGIEHQGFDMSNDANTALIGVMPSNCIRKRKEIQSGMDNVVLWSMQOSNRLIDKRFWTPEGWSLKSVNGMANDRIDM
07-DDMNQTKVTSEHNHVFAFTDLRDSPVISEVAAYQTNDEPPKINGIGIEYQGFNLTSDTNAALIGLMPSNCIKRRKEIQSGMDNVVLWSMKSNRLIDKRFWKPEGWTKKSMNGMAKDKVNI
08-DDMNQTKITAEHNQVFAFTDLRDSPMISEIAAYQTTDEPPKINGIGIEYQGFNLTLDTNAALIGLMPSNCISKRKEIQSGMDNVVLWSMKSNRLIDKRFWKPDGWTKKSTNGMARDKIDT
09-DDMNQTKITAEHNQVFAFTDLRDSPMISEIAAYQTTDEPPKINGIGIEYQGFNLTLDTNAALIGLMPSNCISKRKEIQSGMDNVVLWSMKSNRLIDKRFWKPDGWTKKSTNGMARDKIDT
10-DDMSQKKITSEAHPVYMFTDLRDAPMISEVTAYLDSTNPTRISSVGVEHQGFDMTNDANTALIGVTPSNCIQRRKEIQSGMDDVVIWSMKSNKLIDKRFWKPEGWS SKSLNGMANNRIDI
11-DDMSQTKITSEEHSVCMFTDLRDAPMISEVTAYLAVPDODRIHSIGIEHQGFDMTNDANTALIGVTPSNCMQRRKEIQSGMDDVVIWSMKSNKLIDKRFWRPEGWSNKSLNGMANNRVDI
12-DDMSQTKITSEEHSVCMFTDLRDAPMISEVTAYLAVPDODRIHSIGIEHQGFDMTNDANTALIGVTPSNCMORRKEIQSGMDDVVIWSMKSNKLIDKRFWRPEGWSNKSLNGMANNRVD I
13-DDMTQQKITTNDDHVYVFTDLRDAPMMSRTAIYED-DGYVNIKGLGIEHQGFDMTSEAGTALIGVMPSRCISKRKEIQSGCMDNIVLWAMKSNRLIDKREFWT PEGWS SKSVNGMAQDRLD I
14-DDMTQQKITTNDDHVYVEFTDLRDAPMMSRTAIYED-DGYVNIKGLGIEHQGFDMTSEAGTALIGVMPSRCISKRKEIQSGMDNIVLWAMKSNRLIDKRFWTPEGWS SKSVNGMAQDRLDI
15-DDMTQQKVTAAQDYVYAFTDLRSAPMISRTGIYED-AGYTTIKGLGIEHQGFDMTEEAGTALIGVMPSRCISKRKEIQSGMDNVVLWAMKSNRLIDKRFWT PEGWS SKSVNGMAPDRLDV
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01-PSEGAAIFDEAHVTRTSNYAEWARNEIYYSADTSDNAFGPSNTGAFAQKYNVSNQYATNIFFMPYAHTQRGAIQDIVINFDLTLQIMVKRIPRSVYNDFYHINARAVVPTVYDEYKDRTF
02-PSEGAPIFDEAHVTRTSDYAEWARNEIFYDGTASYSEFAPGNNGAFVQKYNIGNQYATNVEFMPYAHTQRGAIQDIVINFDLTLQIMVKRIPRHVYNDFYHVNAKAVVPVVYDNY IDRPY
03-PSEGAPIFDEAHVTRTSDYAEWARNEIFYDGTASYSEFAPGNNGAFVQKYNIGNQYATNVFFMPYAHTQRGAIQDIVINFDLTLQIMVKRIPRHVYNDFYHVNAKAVVPVVYDNY IDRPY
04-PIEGDAIFDEAHVTRTSPYAEWARNEIFYSADVSDNAYAPGNPGAFTQKYNIGNQYATSIFFMPYAHTQRGAIQDIVINFDLTLQIMVKRIPRHVYNDFHHVNAKAVTPIVYDEYKARTY
05-PSEGAPIFDEAHVTRTSNYAEWARNEIYYSADTSDNAFAPGNTGAFAQKYNVSNQYATNIFFMPYAHTQRGAIQDIVINFDLTLOQIMVKRIPRSVYNDFYHINARAVVPTVYDEYKDRTF
06-PSEGAAIFDEAHVTRTSNYAEWARNEIYYSADTSDNAFGPSNTGAFAQKYNVSNQYATNIFFMPYAHTQRGAIQDIVINFDLTLQIMVKRIPRSVYNDFYHINARAVVPTVYDEYKDRTF
07-TPTTYDIYEEAHVTRTTDYAEWARNEIFYDANTSYGSVGPSDIGNFVQKYNLSDQYATDIFFMPYVHTQRGIIQDIVINFDLTMQIMVKRIPRQVYNDFYHINTRAMNPVKYDSAVERSF
08-PPANYDIYQEAHVTRTAEYAEWARTEIFYDAGTSYGSVGPSDNGYFIQKYNLWGQYATSIFFMPYVHTRRGIIQDIIINFDLTLQIMVKRIPRHVYNDFYHINTRAMHPVKYDSAIDRTF
09-PPANYDIYQEAHVTRTAEYAEWARTEIFYDAGTSYGSVGPSDNGYFIQKYNLWGQYATSIFFMPYVHTRRGIIQDIIINFDLTLOQIMVKRIPRHVYNDFYHINTRAMHPVKYDSAIDRTF
10-PAEGAPIYEDAYVCRTSDYAGWARTEVFYDANTEYSEFAPGNTGAFTQKYNMSNQYATCIFFMPYAHTQRGAIQDIVINFDLTLQIMVKRIARHVYNDFYHVNTKARHPVVYEKFEERSF
11-PAEGAPIYEDAYVCRTSGYAEWARTEVFYDANTEYSEFAPGNTGAFTQKYNVSNQYATCIFFMPYAHTQRGAIQDIVINFDLTLOQVMVKRIARHVYNDFYHINTGGVHPVVYTKFEERSF
12-PAEGAPIYEDAYVCRTSGYAEWARTEVFYDANTEYSEFAPGNTGAFTQKYNVSNQYATCIFFMPYAHTQRGAIQDIVINFDLTLQVMVKRIARHVYNDFYHINTGGVHPVVYTKFEERSF
13-PKSDKEIYAEAHVTRTSNYAEWARNEAHFDATERNDAFTPANEGKFTTKYNISNQYATQIFFMPYVHTQRGAVODIVVNFDLTLQIMIKKIPRTVYNDFYHINARAYTWHEYTSTATRTY
14-PTRDKEIYAEAHVTRTSNYAEWARNEAHFDATERNDAFTPANEGKFTTKYNISNQYATQIFFMPYVHTQRGAVODIVVNEDLTLQIMIKKIPRTVYNDFYHINARAYTWHEYNSTDTRTY
15-AR-DKAIYAEAHVTRTSEYAEWARNEAHYDATSGDDVFAPGNEGKLTTKYNVSNQYATQIFFMPYVHTQRGAVODIVVNEFDLTLQIMVRRIPRTVYNDFYHINIRAMTLHEYTDVSNRTF

01-GATEISHRGKNIHVNITGTHGSKY SDRGQVSRIGATKKNFATRAYGQKQLLLNEGITRRKTR-SSAAAEDDI PEDCEDFLET SEMESPPQPQLOKKKKKYKTNV*
02-TGNQISHRAKNLHINMSGTHGSKYADRGQITRKGATMKDFGKRPYGQORTILLNEGIPTRRTR-SSAAAEDDI PEDCDDFLET SEMEPPPQPQLOKEKKKPKTNV*
03-TGAQISHRAQNLHINMSGTHGSKYADRGQISRKGATMKDFGKRPYGORTILLNEGIPTRRTR-SSAAAEDD IPEDCDDFLETSEMEPPPQPOLOKKKKKPKTNV*
04-GRAQQIKNRAQNLHINMTGTHGSKY SDRGQASNKRAVKKNSATRAYAQRLLLLNEGITRRTTRSSAAAAEDD IPEDCGDFLETSEMRPPPQPQLPKKKKKYRTDV*
05-GATEISHRGKNIHVNITGTHGSKY SDRGQVSRIGATKKNFATRAYGQKQLLLNEGITRRKTR-SSAAAEDDI PDDCEDFLET SEMESPPQPQLOKKKKKYKTNV*
06-GATEISHRGKNIHVNITGTHGSKY SDRGQVSRIGATKKNFATRAYGQOKQLLLNEGITRRKTR-SSAAAEDDI PEDCEDFLET SEMESPPQPQLOKKKKKYKTNV*
07-GYDEIYARSIKIHENISGTHGSKYADRGPISHMEATKRNSYQRAYAQRRIILDQGVSKMKTR-SSAAAEDDIPEDCDDFLETSEMD PPPQPQLPKKKKKYRVNV*
08-GYDEIYARSINIHEHMSGTHGSKYAERGPISHMEATKKNSDSRKYAQRRLILDQGVSRMKTR-SSAAAEDDI PEDCDDFLET SEMESPPQPQLPKKKKKYRTVM*
09-GYDEIYARSINIHEHMSGTHGSKYAERGPISHMEATKKNSDSRKYAQRRLILDQGVSRMKTR-SSAAAEDDI PEDCDDFLET SEMESPPQPQLPKKKKKYRTVM*
10-GADNIKHRAHNIHVNMSGTHGSKY SDRGQVSRKKAIKADHDKRPYGORRIMVEEESPVRRTR-SSAAAEDDI PEDCDDFLET SEMESPPQPQLPKKKKKYRTVM*
11-GDDNIKHRAHNIHVNMSGTHGSKYADRGQVSRKKAIKADRDKRPCCGORRIMIEVGAGPMRTR-SSAARAEDD IPEDCDDFLET SEMESPPQPQLPKKKKKYRTNV*
12-GDDNIKHRAHNIHVNMSGTHGSKYADRGQVSRKKAIKADRDKRPCGQRRIMIEVGAGPMRTR-SSAAAEDDI PEDCDDFLET SEMESPPQPQLPKKKKKYRTNV*
13-GVGDIRSRARNIHQDITGTHGSKY SDRGPIKDKGSTMKIHPERAY GOKRIFIDKGISKRTRSKTAAAADDDI PDDCDDFLET SEMRMPPQPOLSKKKKKPKE* — -
14-GVCEDIRNRATNIHQDITGTHGSKY SDRGPTIKDKGSTMOIHPERAY GOKRIFLDKGISKRTRSKTAAAADDD IPDDCDDFLET SEMRMPPQOPOLSKKKKKPKE* — -
15-GVADIRSRATNIHHDVSGTHGSRYADRGPISHKGSTMKSHSSRVY GOKRILLDKGISRMTRSRTAAAADDD IPDDCDDFLET SEIEMPPQPQSQOKKKKKSKE* — -
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Fig. S4. Phylogenetic tree based on DHPV NS2 amino acid sequence. The tree was constructed by Maximum likelihood with 1000 bootstrap
(MEGAT11).


https://doi.org/10.3354/dao03761

Supplement to Choi et al. (2023) — Dis Aquat Org 156: 53-57 — https://doi.org/10.3354/dao03761

NS 1 AY008257-SouthKorea-Genol
9o | 'KR492912-Asian-Genol

JN082231-SouthKorea-Genol

KR492914-Aisain-Genol

100 KR492913-China-Genol

99

MT980830-Madagascar-Genol

DQ458781-Australia-Geno3

60 DQO002873-Thailand-Geno2

FJ410797-India-Geno2

HPV-2207-Goseong

HPV-2209-Geoje

—
0.02

Fig. S5. Phylogenetic tree based on DHPV NS1 amino acid sequence. The tree was constructed by Maximum likelihood with 1000 bootstrap

(MEGAT11).
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