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SUPPLEMENTARY MATERIAL 2 

 

New predictions of OT/VP receptor amino acid sequences together with 

corresponding results of transmembrane helix (TM) predictions (see summary of 

sequences in Table 1). TM predictions were made using the TMHMM Server v. 2.0 

available at http://www.cbs.dtu.dk/services/TMHMM/ (see section 2.1). Identified 

DRY/DRH/DRC motifs have been highlighted.  

 

ABBREVIATIONS 

Aca: Anolis carolinensis (anole lizard) 

Cmi: Callorhinchus milii (elephant shark) 

Dre: Danio rerio (zebrafish) 

Gac: Gasterosteus aculeatus (stickleback) 

Gga: Gallus gallus (chicken) 

Mdo: Monodelphis domestica (opossum) 

Oan: Ornitorhynchus anatinus (platypus) 

Ola: Oryzias latipes (medaka) 

Tru: Takifugu rubripes (fugu) 

Xtr: Silurana (Xenopus) tropicalis (frog) 



 2	
  

>Mdo_V1A 

MGSTRFPGGALPAWTAATSNSSPWEPSASSPTAASNGSLDISGRDSRNEELAKLEITVLA 

VTFVVAVLGNSSVLLALHRTQRKTSRMHLFIRHLSLADLAVAFFQVLPQLCWDITYRFRG 

PDGLCRVVKHLQVFAMFASAYMLVVMTADRYIAVCHPLKTLQQPARRSRVMIAAAWALSF 

VLSTPQYFIFSMVEVNNVTKARDCWANFIQPWGLRAYVTWMTGGIFVAPVIILGTCYGFI 

CYHIWRNIRGKTVTVKSKEEEEAAVGALRKGLLLAPCVSSIKSISRAKIRTVKMTFVIVT 

AYIVCWTPFFVVQMWSVWDQQSSWTDSENPAITITALLGSLNSCCNPWIYMFFSGHLLQD 

CVQSFPCCRKMKQQLNKEDSDSMSRRQTSFTNNRSPTNSTGTWKDSPKSSKSIRFIPIST 

* 
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>Mdo_V1B 

MDNFPLWTVNFTPWSSPSPPNATTPWLGRDEELAKVEIAVLATILVLATGGNSIVLLALG 

WPGRKRSRMHLFVLHLALTDLGVALFQVLPQLLWDITYRFQGSDFLCRVVKYLQALSMFA 

STYMLLVMTLDRYLAVCHPLRTLHQPSRSAYPFIAATWLLAAGLSLPQVFIFSLREVSQG 

TGVLDCWADFHFPWGLQAYITWTTLAIFVLPVAVLIACYSLICYEICKNLKGKTQTRGVG 

GRARGAVQGGGASFQVLAGATRGPPSRVSSISTISRAKIRTVKMTFVIVLAYIACWAPFF 

SVQMWSVWDENAPDEDSTNVAFTITMLLGNLSSCCNPWIYMCFSSYLLPAPLRDLSCCGQ 

PQTGLKRQLSSGSLSSRRATLLTRVSHPPHLSLSGSSRPEENLKDFFAPSEDTTTETRAL 

* 
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>Mdo_V2A_fragment 

ASFSCSSFXSSPGPSHGQSPGTPAVRSGDPWLAQAEVALLAAMFVCVTLSNILVLGALAR 

RGRRGRWAPMHVFIGHLCLADLAVALFQVLPQLAWDITDRFQGPDFLCRAVKYLQMVGMY 

ASSYMILAMTLDRHRAICRPMLAFRHGGAHWNRPILVAWALSLIFSLPQLFIFSQQEVED 

ETGTLDCWALFIEPWGLRAYVTWIALMVFVAPAAGIAACQVLIFREIHASLSPRASGVGP 

GEGARVSAAMAKTVRMTLVIVIVYILCWAPFFLVQLWSVWDPXGTPGRPPFVLLMLLASL 

NSFTNPWIYASFSSSVSSELRSLLCCSRPPPLASLGTPDDSCITASSSLTKDTSS* 

 

 

 

Note: This sequence was predicted from two Monodelphis domestica traces in the NCBI trace 

archive (http://www.ncbi.nlm.nih.gov/Traces/trace.cgi?). The ambiguous residues marked 

with the character X are likely the result of sequencing errors in the original trace (TI number: 

368796670). 
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>Mdo_OTR 

MESSSEATEPGFPNCSANWSLELSSPGDRNRSSIPFQRNEAMAKVEVTVLSVILFLALTG 

NLCVLLALRTTRHKHSRMFFFMKHLSIADLVVAVFQVLPQLLWDITFHFYGPDFLCRLVK 

YLQVVGMFASTYLLLLMSLDRCLAICQPLRSLRRQSDHLSVLCTWLVCLVVSVPQIQIFS 

LREVSEGVYDCWAVFIQPWGPKAYITWITLTVYIIPVLVLSACYGLISFKIWQNLKLKTA 

HEPRAAGLLASSVTCGADADNGGPLSRVSSVKLISKAKIRTIKMTFIIVLAFIVCWTPFF 

FVQMWSVWDPDAPKETSLFIIAMLLASLNSCCNPWIYMLFTGHLFHDLVHRFFCCSASYL 

KTNPGGETSASKKSNSSTFVLSRKSSSLKSFTQPAGE* 
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>Oan_V1A 

MPLSDGPASGWAAWARNGSAGAGTGAGASAGAEGGGRNGSAPFGRNEELAKLEVAVLAVT 

FAAALLGNCSVLLALHRTPRKTSRMHLFIRHLSLADLAVAFFQVLPQLCWDVTHRFRGPD 

GLCRVVKHLQVFSMFASAYVLLAMTADRYIAVCHPLKTLQRPARRSRAMIAAAWTLSLLL 

SVPQYFVFSFGEVQPGSGVFDCWADFVQPWGQKAYVTWMTASIFLAPVLVLATCYGFICY 

HIWRNIRGKTGLGPRPGLGLGTRPGLVLGPGAGAGPPGRLLLTPCVSSIKSISRAKIRTV 

KMTLVIVTVYVVCSAPFFVVQMWSTWDVRFVWLASEDAVVTITALLASLNSCCNPWIYMF 

FSGHLLQDCIQSFPCCRKSRQKLTKEDSDSLSRRQTSLTNNRSPTNSSGAWRDSPRSSKS 

TKFIPVST* 

 

 

0

0.2

0.4

0.6

0.8

1

1.2

50 100 150 200 250 300 350 400

pr
ob

ab
ilit

y

TMHMM posterior probabilities for Oan_V1A-type

transmembrane inside outside



 7	
  

>Oan_V1B_fragment 

NHTDRPGPSRSYPLIAATWTLAAGLSLPQLFIFSLREVSRDSGVLDCWAHFRVPWGPRAY 

VTWTTLAIFVLPVAVLTACYGLICHEICKNLRGKSRVWGPGAATAEPSGPSARVSSVRAI 

SRAKIRTVKMTFVIVLAYVACWAPFFSVQMWSVWDENIRTEDSSDVAFTITMLLGSLSSC 

CNPWIYMSFSNHLLPESLRCFSCLGAARHPMKRQLSNGSLSSRRTALLTRSRPSNLYPSG 

GPLPEGSLKDFCPPHEYTVTETGVL* 
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>Oan_V2A 

MSPGLDGPSAAPGILWDSNSSINASAPPSESDKRDEALARAEITLLAVMFVGVAGSNTLV 

LGALARQGRRQRAPMHVFITHLCLADLAVALFQVLPQLLWDITDRFQGPDLLCRAVKYLQ 

MVGMYASSYMIVAMTLDRHHAICRPMATFRRGGARWNMPVLVAWASSLVLSLPQIFIFSL 

MRMPDGAYDCWAQFAEPWGSKAYVTWITLVVFVLPTAGIATCQVLIFREIHTSLYQKRKR 

IREGGRGRRRWPLGSREGRGGRARVPVGGAAEASRVSGAMAKTVRMTLVIVLVYVLCWAP 

FFLVQLWAVWDPHSPKNGPAFTLIMLLASLNSCTNPWIYASFSSSVSSELRQLLCCQRPG 

PILPEDSCATATSSLAKEIHS* 
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>Oan_OTR 

MGEPLDVWATNGSAFPGNGSLDPGPVGGNSSADPLKRNEAMAKVEVTVLCLILFLALTGN 

LCVLLALHTTRHKHSRMFFFMKHLSIADLVVAVFQVLPQLLWDITFRFYGPDFLCRLVKY 

LQVVGMFASTYLLLLMSLDRCLAICQPLRSLRRRADRASVLGTWLLCLVVSVPQIHIFSL 

RDVGNGVYDCWAVFIQPWGPKAYITWITLAVYIIPVLVLSGCYGLISFKIWQNLRLKTAQ 

EPPGGLASPDGADAGSRAVLARVSSVKLISKAKIRTVKMTFIIVLAFIVCWTPFFFVQMW 

SVWDKDAPKEASPFIIAMLLASLNSCCNPWIYMLFTGHLFHDLVQRFLCCSTNYLKTKQA 

GDTSVSKKSNSSSFVLSRKSSSQKSFTQPSAE* 
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>Gga_V1A 

MRLGGGGGSPRAAGPPGNGSRWRGAAEDGSSPSPEAWSGAPNGSAGDWDPFGRDEELAKL 

EIAVLAVTFAVAVLGNGSVLLALRRTPRKASRMHLFIRHLSLADLVVAFFQVLPQLCWEV 

THRFHGPDGLCRVVKHLQVFGMFASAYMLVAMTADRYIAVCHPLKTLQQPTKRSYAMIAA 

AWALSLLLSTPQYFIFSLSEVERGSRVYDCWAHFIMPWGPRAYITWITGGIFVAPVLILA 

TCYGFICFRIWRSARGRARPGEAAGGGPRRGLLLAPCVSGVKTISRAKIRTVKMTFVIVS 

AYVVCWAPFFTIQMWSVWDQHFPWVDSENTATTVTALLASLNSCCNPWIYMFFSGHLLQD 

CVQSFPCCQKIKQTLSKEDSNSNSRRQTSFTNNRSPTHSLNTWRESPHSKSTSFIPVPT* 
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>Aca_V1A 

MRFAGNESQEGSAEPPWPSNASGGGEDRFGRNEELARLEVAVLALTFVLAVLGNALVLLA 

LGRTPRRKASRMHRFIRHLSLADLAVAFFQVLPQLCWEVTHRFHGPDGLCRVVKHLQVFG 

MFASAYLLVVMTADRYIAVCHPLKTLQRPSRRSRWMIAGAWALSFVLSTPQYFIFSLSEV 

ERGSEVYDCWAHFVMPWGPRAYITWVTGSIFVAPVLVLATCYGFICFRIWSNARRKAPRR 

RGPLFLPGQPPPPPALRKGLRLAPCVGSVKNFSRAKIRTVKMTFVIVSAYIVCWAPFFTV 

QMRSVWEDHASWVESEDILITVTALLASLNSCCNPWIYMFFSGHLLQDFIQSLLCCRKMK 

QKLNKEDSESYSRKQTSYTNSRSPTNSLDTWTESQHFSQSIKFMPVSS* 
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>Aca_V1B 

MEKNSTYFNSFTDSSLLDNTDPRNEATNQTALYTRDEELAKAEIGVLAAILAVTLVGNLG 

VLLTMYHLRKKMSRMHLFILHLALTDLVVALFQVFPQMIWEVTYRFQGPDPLCKLVKYLQ 

VLSMFASTYMLIAMTLDRYMAVCHPLRTLQQTSCQAYLMIGSTWLLSCLLSLPQIFIFSV 

REVRQGSGVLDCWAEFRYPWGSKAYVTWMTLCVFVLPVAILTLCYGLICHKICKNLRGKT 

KSGGSCRATTSISYTGQKGAECHGGSRVSSVRTISRAKIRTVKMTFVIVMAYVACWAPFF 

SVQMWSVWDKDAPNDESSNVTFTITMLLASLSSCCNPWIYMFFSGHLFHDVFHFFACCGS 

LHSNFKRQFSNGSLCSRKTTILTHSPQSTPAAAAAAGLEMQLGSLKDFYQPYEETVSDSG 

IL* 
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>Aca_V2A_fragment 

DDRDVALAQAEIAILASIFLLATLSNGLVLGALFLRGHRAAPTPMHRFILHLCLADLTVA 

LFQVLPQLIWDITDRFQGPDILCRAITYLQVVGMFASSYVIVAMTYDRHRAICQPMLVFR 

RGPGTWYRPVMVAWTASFLFSLPQLFIFSKVELPSGAHECWATFAEPWGARAYVTWVTLM 

VFILPTVFIATCQGMIFHEVHRSLHLGPEGALKGRGSLRGSSPISCALTKTLKMTLVIVL 

TYVFCWAPFFLVQLWSVWDPEAPIDGPAFTLLMLVASLNSCTNPWVYAAFSSSISNELCR 

IFCPRLARQRMGSLREDSVLTASFSLGRDTLS* 
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>Aca_V2B_fragment 

RIAVLGVIFIAAAVGNFILILVLWRRRTKLSRIYVFLLHLSLADLMVAFFQVLPQLFWKV 

TDDFKGPDILCRTICYLQLLSMFASTYMIVVMAMDRCQAVCYPMTSFQKKGALWNVSICT 

SWFISLVFSVPQVFIFQKTEVSPGIFDCKANFIEPWGAKGYVTWISIVILFLPAALLIIC 

HVMICRAVQINMKNQHEFEMTNQKQMMPSQPSNANKMSKVMIKTIKMTVVIVVAYVFCWS 

PFFIAQLWTAWHPSDARTEGPSNSYLMLLANLNSCVNPWIYMYFFGQIPHCSKNQTKPTL 

QLVKSLQLQAALTWEIKKLKTISHLCNYYKLLAL* 
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>Aca_OTR 

MDPLCFLGNDPWTYNCSFNNYTLENQTSQTNQTFPIKRNEDVAKVEVAVLCLIFFLALTG 

NLCVLMAIYTTRHKHSRMYFFMKHLSIADLVVAIFQVLPQLIWDITFRFYGPDYLCRLVK 

YLQVVGMFASTYMLLLMSLDRCLAICQPLRSLHRRSDRLSVLLTWIVCLLFSIPQLQIFS 

LKEVAHGGVDCWATFILPWGPKAYVTWITLTVYIIPMFVLSVCYGLISFKIWQNIKLKTV 

HETNVNLTSSHYHGGTLSRVSSIKLISKAKIRTVKMTFIIVLAFVMCWTPFFIVQMWIVW 

DENAPKEELAFIITTLLASLNSCCNPWIYMLFTGHLFHDLLHRFLCCSSRYLKSRQGCDL 

SVSKKSNSSTFVLSLKSSSQRSFTQPSTA* 
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>Xtr_V1A 

MDLTHSSESQQDSNLAAPTEDCSPNSTLFNSSSSQIDPTADPYVRNEALAKIEIAILAII 

FVAAVLGNCSVLIGLYKSKKKTSRMHLFIKHLSLADLAVAFFQVLPQLCWEVTYRFRGPD 

ILCRIVKHLQVFGMFASAYMLVVMTADRYIAICHPLKTLQQPTKRSYVMIISAWIISFLL 

SIPQYFIFSFSPVNGSEVYDCWAHFIQPWGARAYITWMTASIFVVPVAILTTCYGFICYN 

IWRNIQCKTKREENEGRKSHGLLSTSVSSVKTISRAKIRTVKMTLVIVTAYILCWAPFFI 

VQMRSVWDKNFEWTDSEDIATTVTALLGSLNSCCNPWIYMFFSGHLLQDFIHSFPCFQKI 

KQTFSKEDSDSSTRRQTSFTRIQTRSPTNSTHTLKESPKSSKSIKFLPIQT* 

 

 

0

0.2

0.4

0.6

0.8

1

1.2

50 100 150 200 250 300 350 400

pr
ob

ab
ilit

y

TMHMM posterior probabilities for Xtr_V1A-type

transmembrane inside outside



 17	
  

>Xtr_V1B 

MENNSYLLDYALKLPSALNYTDPRNEDLAKAEVALLGAILVITTGSNLIVLFAIYQRRKK 

MTRMHLFIVHLTFTDLAVALFQILPQMIWDITFRFIGSDILCRAVKYTQVMSMFASTYML 

MMMTIDRYIAVCHPLKTLQQPSKQAYLMIGGTWILSCILSLPQIFIFSMKEISQGAGVID 

CWADFRYPWGAKAYITWITVSIFFVPVGILLLCYSLICCEICKNLKGKMQTSGVGQRESN 

GQVVPSRVSSIRTISRAKIRTVKMTFVIVLSYILCWTPFFSVQMWSVWDENSPDEDSTDF 

AFTITMLLASLSSCSNPWIYMCYNSPQLCRGTSRPHGHRHNSTGSVSSRRDTLLTQLRNR 

SLLRGGGSNGTCNSIRDLYPALDDTVIESGIL* 
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>Xtr_V2A 

MSGTQPTFETPNITVGVEEDKRDPIVAQWNIAMLAVIFSFATFGNCLVLFTLLRRRKHNA 

LMHTFMIHLCLADLVVSFFQVLPQLVWDITDRFRGPDVLCRGVRYLQVVGMYASSYMIVA 

MTFDRHQAICRPMMTFKKGSARWNIPVSLAWLASAIFSLPQGFIFSRIEVHPGVFDCWAT 

FIEPWGLKAYVTWITLAVFILPALFIATCQVLIFREIHNSINMGPGHSPRPRRKAKLINT 

RNGARSQSDTGVSSAMAKTVRMTLVIVLVYVVCWAPFFIAQLWNVWNQESAAGSSAIKVL 

MILASLNSCTNPWIYTIFSSSVSKDVKEILCFACRPRQRKNSLPEDSCFTGSTTVPKECL 

Y* 
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>Xtr_V2B 

MTNKSQFIERPDRSEQLAYVEISVLGVIFMVASAGNLTLILVLWNKRKKLSRMYVFMLHL 

SLADLVVAFFQVLPQMIWDITDVFFGPDPMCRLIRYLQLVGMFASTYMIVVMTLDRFQAI 

CYPMVTFQKKRALWNAPICASWCISLLFSIPQVFIFSKTEIYPGIFECWAKFMEPWGSKA 

YVTWIFVAIFFIPINILIVCQIKICRTIKTNIYVKQHSDLELQEQHRIGASRASSINCIS 

KAMIKTVKMTVVTVVAFFLCWTPFFIVHLWVAWSSEDVTEGAAFTIIMLLGNLNSCANPW 

IYMYFSGHIPRCVSHRETLSTREDSLNTASIDLGDRDCEDRTTAV* 
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>Xtr_OTR 

MEPLCAQPDCPLLLLNGSWGNFSMENRTGPTNTTRDPLKRNEDVAKVEVAVLALILFLAL 

AGNICVLIAIHINRHKHSRMYFFMKHLSIADLVVALFQVLPQLIWDITFRFYAPDFVCRI 

VKYLQVVGMFASTYMLLLMSLDRCLAICQPLRSLHRRSDCVYVVLTWILSFLLSVPQIHI 

FSLKEVGNKVYDCSASFIEPWGLKTYITWITITVYILPVMILSVCYGLISYKIWQNIRLK 

TMCESSVRLSSNKRATLSRVSSVRLISKAKIRTVKMTFIIVLAYIVCWTPFFFVQMWSVW 

DPDAPKEDSLFIIAMLLGSLNSCCNPWIYMLFTGHLFHDLLQRFLCCSARYLKSSQQGSD 

MSTSRKSNSSTFVLSRKSSSQKSITQPSIA* 
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>Dre_V1A_1 

MGNTSNQITANNTTDPFGRNEDVAKMEITVLSVTFLVAVVGNLCVLLAMHNTKKKSSRMH 

LFIKHLSLADLVVAFFQVLPQLCWEITYRFYGPDFLCRIVKHLQVLGMFASTYMMVMMTL 

DRYIAICHPLKTLQQPTRRAYIMICSTWLCSLLLSTPQYFIFSLSEIQNGSDVYDCWGHF 

IEPWGIRAYITWITVGIFLIPVVILMICYGFICHSIWKNFKCKTKRGAAHNPKSGMIGKA 

SVSSVTIISRAKLRTVKMTFVIVLAYIVCWAPFFTVQMWSVWDENFSWDDSENAAVTLSA 

LLASLNSCCNPWIYMLFSGHLLHDFLGCFPCWNKPQNTLHKEDSDSSIRRNTLLSKLTSV 

RAKDGFDSWKDPCNSRKSSQSIGLDYSRKSSQCLHFDCSRKSSQSVPMES* 
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>Dre_V1A_2 

METHSNTSHPPNTSDPFGRDEEVAKIEIAVLSVTFAVAVIGNYSVLVAIHNTKKKTSRMH 

LFIKHLSLADLVVAFFQVLPQLCWEITFRFYGPDFLCRIVKHLQVMGMFASTYMMVMMTL 

DRYIAICHPLKTLQQSTRRSQVMIGGTWVCSLVLSSPQYFIFSLSEIQNGSEVFDCWAHF 

IQPWGVRAYITWITAGIFLVPVLILMTCYGFICHSIRMSIRYKSKRTQVFGKQSVSSVSS 

ISRAKLRTVKMTFVIVLAYVICWAPFFTVQMWSVWDQSFNWDDSKNTAVTLSALLASLNS 

CCNPWIYMVFSGHLLQDFALCFPCCQKIRKSFRKEDSDSSIRRTTLLTRMANRSPTCSSS 

TWRELQHSPKTDRSTPANT* 
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>Dre_V2A_1 

MRIASWEDNLGQPNHSVLEMEGPPDLSSSLFNLSSSYGGTGAFLWLYPSENVTWTTMRPT 

MQPVTPPRVRDQALAQAEIGVLGLVLALTALGNGFVLWVLLRRKKNHAPMHLFMVNLCVA 

DLVVAFFQVLPQLVWDITERFHGPDALCRSVKYLQIVGMFASSYMIVAMTVDRHYAICCP 

LQAYRGGATSRWNTPIMVAWGLAFVLSLPQVFIFSQSEVSPGVFECWGHFAEPWGLKAYV 

TWMTVAVFVLPALIITVCQVRIFREIHDNIYLKSERVVTAEFKKNSVFFHFPRREGGRGR 

TRKKNERSRQSRHSQQGEISLSQAHCSRSHHAGQEEFSSNLYDEYSQTLPCRSSMCEPCF 

GPCPSSDPSIPNHLQNSPNNLSDPTHSQSLSANSVCALAGHTESSGASELWPDVLPDAFP 

LPTEYSHPPPVPGVTKAMSKTVRMTLVIVLVYTICWSPFFIVQLWAAWDPNPPIQGAVFT 

ILMLLASLNSCTNPWIYTAFSSSVSRELLALLRCHRRSPRRGSLPDDSTATHTSTNTKDS 

IY* 
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>Dre_V2A_2 

METFSREPGWEGSPHATTAWTNFTSSLFSDHTGLNSTFRGGSYFWLVSQNSSINPTQKPG 

PVKIRDVALAQAEIGILGLVLALTTLGNSFILWVLLRRRKYNAPMHQFMVNLCVADLVVG 

FFQVLPQMLWDITERFQGPDVLCRSVKYLQIVGMFASSYMIVAMTVDRHNAICCPLQAYK 

GGAVSRWNTPIMVAWGLSLILSVPQVFIFSRSEVSPGVYECWGNFAEPWGLKAYVTWMTV 

AVFVLPTFIITVCQVRIFKEIHDNIYLKSERVVSVDLKKNRVIFHFPIFKKRARTVRETA 

RRSGMPREARELHKKSTSSESSRSHTCNSEDAPEPDYCDQSCQDGYSPSNLASQTHSSSP 

DVLPRIQTNPHTIWSNSSAAVQTSYGYSVPHRNSKNTTNNEDSNTSSEPSFQPCPLHPPL 

TGVSKAMSKTVKMTLVIVLVYTVCWSPFFIVQLWAAWDPNPPDQGVAFTILMLLASLNSC 

TNPWIYTAFSSSVSRELLALLRCRPKVPRRSSLYDHSSDINTSTTKDNQY* 
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>Dre_V2B 

MPFSFTLNLSNTSVEMDTSADEPRNEQLAQIEIALLSVIFLCASTLNFSLLLVLWRKRQQ 

MSRMRVFVTHLCLADLVVAFFQVCPQLMWDITDRFVGPDLVCRLVKYLQVVGMFASTYMI 

VVMTVDRYQAICNPMVTFQRRRARWNLPVCVAWLVSFVLSVPQLFIFSRVQIAPGVYDCW 

AEFVQPWGPKAYVTWTTLVIFLVPVVMVTACQVRICRALQINLYLKTQQQQRGDEGHSHP 

LSSRASNVVSVSKSRIKTVKMTVVIVLAYTVCWAPFFTVQLWSVWDDDAPTETATFTILM 

LLASLNSVANPCIYLLFTVKFPELLGSLLCMKHAEKKEPLPEETTMVSSLYLSFKSHSDI 

R* 
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>Dre_OTR_1 

MEDIFKDQDFWSFNESSRNATNETYGVNQTVNPLKRNEEVAKVEVTVLALVLFLALAGNL 

CVLIAIHTAKHSQSRMYYFMKHLSIADLVVAVFQVLPQLIWDITFRFYGPDILCRLVKYL 

QTVGMFASTYMLVLMSIDRCMAICQPLRSLHKRKDRCYVICSWALSLLFSIPQVYIFSLR 

EVGSGVYDCWGDFVQPWGAKAYITWISLTIYIIPVTILSVCYGLISFKIWQNFKRKTKRD 

QCITLTPKASKGNALARVSSVKLISKAKITTVKMTFVIVLAYIVCWTPFFSVQMWSAWDP 

EAPREAMPFIISMLLASLNSCCNPWIYMFFAGHLFHDLKQNLFCCSTLYLKSSQCRYDPE 

QDSRKSNSSTYVIKSTSSQRSITQTSIT* 
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>Dre_OTR_2 

MESLLKDVILWPINDSWANSSRGNDSRGLNQTVNPLKRNEEVAKVEVTVLVLILLLALAG 

NLCVLVAIQTSKHGQSRMYYFMKHLSIADLVVAVFQVLPQLIWDITFRFYGPDFLCRLVK 

YLQVVGMFASTYMLVLMSIDRCLAIWQPLRSLRRRKDRFYVLASWIISLLFSLPQVYIFS 

LREVGDGVFDCWGDFVQPWGAKAYVTWISLTIYIIPVAILSVCYGLISYKIWQNFRLKTR 

RDQCLSLTPRPTKGAALSRVSSVKLISKAKIRTVKMTFVIVMAYIICWTPFFFVQMWSAW 

DPMAPREAMAFIIAMLLASLNSCCNPWIYMFFAGHLFRDLMQRCLTVSHCGCKRHWRNKN 

HSGTGAMRSSSSQKSVTQSSTT* 
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>Dre_V2-like 

MADNLNCSAGNCSSAHDAFGLSDGHFALVKAAVLGCVFVLATCSNLFLLHALWKRRKRHT 

RTQLFLLHLCLADLVVAFFQVLPQLSMEITHRFRGSDLVCRSVKYLQVVGMFASSYMIVA 

MTIDRYHAVCKPMVSFFRGSFRRYVSISAAWLISLAFSAPQIFIFSLQEVEKDVFDCWAT 

FIEPWGGRIYITWITLSVFVLPAVILMFCQIKICAGIYFNMKRKALQGSAGDGRSSTKGI 

SSAMLKTVKMTFIIILVYTLCWSPFFVVQLWSAWSPSSAPTQGPVFVTIMLLASLNSCTN 

PWIYLYYS* 
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>Ola_V1A_1 

MYTLSSVLLLSGENRSLDSSLSSDLMMGTSGNGTANSNGSDPFGRNEEVAQIEIMVLSIT 

FVVAVIGNVSVLLAMYNTKKKMSRMHLFIKHLSLADLVVAFFQVLPQLCWEITFRFYGSD 

FLCRIVKHLQVMGMFASTYMMVMMTLDRYIAICHPLKTLQQPTKRSYIMITSTWMCSLVL 

STPQYFIFSLSEIKNGSDVYDCWAHFIQPWGAKAYITWITVGIFLVPVVILMLCYGFICH 

SIWKNIKYKKRKTTAGASNKNGLIGKNSVSSVTTISRAKLRTVKMTFVIVLAYIVCWSPF 

FIVQMWSVWDENFLWDDSDNTAVTLSALLASLNSCCNPWIYMIFSGHLLQDFVHCFSCCR 

RVNADKKEDSDSSIRRTTLLTKMTNRSPTGSTGNWKELDNSPKNSAQAE* 
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>Ola_V1A_2 

MLFPSDSLCNLTGQNCSLNVTQQLGGVKKNHSDPFGRNEEVAKIEITVLSLAFVAAVVGN 

VSVLLAMHRTRRKLSRMHLFMKHLSLADLVVAFFQVLPQLCWEITFRFYGPDFLCRIVKH 

LQVLGMFASTYMMVMMTLDRYIAICHPLKTLQQPTQRAYIMIGSTWACSLVLSTPQYFIF 

SLSEVRPGSAVYDCWGHFMEPWGLRAYITWITAGIFLLPVAILVFCYGFICRTIWMNIKY 

KTRRKRTDAAEGATTNGVLSRSSVSSVSTISRAKLRTVKMTFVIVLAFVVCWAPFFTVQM 

WSVWDQTFSWDDSENTTVTLSALLASLNSCCNPWIYMIFSGHLLSDFFSGLPCCRRLKIQ 

LHQQDSDSSVRRTTLLSRLQGPRLSEPFRDLNLTGKSCPQVPSASYQTDLSRAES* 

 

 

 

0

0.2

0.4

0.6

0.8

1

1.2

50 100 150 200 250 300 350 400

pr
ob

ab
ilit

y

TMHMM posterior probabilities for Ola_V1A-type_2

transmembrane inside outside



 31	
  

>Ola_V2A_2_unsolved 

SVPVSMATQRYPSVNGTAIPETPVGSNATIFERDALLAVAEVVVLAVILVMALLSNGMVL 

MVLLRRGKRHSPLHQFMLNLCVADLVVALFQVLPQLVWDAKGRFPGPDFLCRLVKYLQVL 

GMFASSYMIVAMTVDRHYAICCPLQAHRSWATKRWNTPIAVAWGLSLLLSLPQVFIFSRS 

EVAPGVYECWGNFAESWGLKAYVTWMTLAVFLLPVLIIAFCQVRIFREIHHNLYLKSESR 

PSRKSPSHRGGRNVREKGGGAGRFCLPLGVSSCGQVTAAMSKTVRMTLVIVVVYSVCWAP 

FFSVQMWAAWYPDPPQRDAAFTLLMLLASLNSCTNPWIYSAFSSSVSPELRLLLCRGSFH 

HRGSLPGDSNTTHTSNA 

 

 

 

Note: The sequence has been cut between the residues VSS and CGQ (underlined above) due to 

interrupted reading frame in the genomic sequence and the absence of canonical splice sites. 

This excluded region encodes part of the intracellular loop 3 (IL3) that is expanded in the 

identified teleost V2A sequences.  
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>Ola_V2B 

ALTPDSLTRLQVSFSKMRAVNGSASVDAEDVPRDESLARAEIALLSVIFVSASLLNAALL 

LVLWRQRKQMSRMRIFVFHLCLADLVVAFFQVCPQLIWDITDRFVGPDLVCRLVKYFQVL 

GMFSSTYMIVVMTVDRYQAVCNPMVKFQRARTRINMPVCAAWALSFVGSLPQVFIFSQVE 

VAPGVFDCWADFIQPWGLQTYVTWTTLVIFILPVTTVVVCQVRICRAIQINLYQKTLKQG 

SKGVALPSRASGVASMSKARVKTLKITVVIVLAYIICWAPFFTVQLWSAWDTHAPKETAT 

FTILMLLASLNSCANPCIYLLFSGQFPKKLLTLLCRRNSNGKRPGHEDPTTVSSLYMSLK 

NISESK* 
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>Ola_OTR_1 

MEIISNESEIWQFNGSWRNSSLGNGTGALNQTNPLKRNEEVAKVEVTVLALVLFLALAGN 

LCVLLAIHTTKHSQSRMYYFMKHLSIADLVVAIFQVLPQLIWDITFRFYGPDILCRLVKY 

LQVVGMFASTYMLVLMSIDRCLAICQPLHSLHRRKDRIYVILSWLLSLIFSIPQMFIFSL 

REVGSAGSGVYDCWGDFVKPWGAKAYITWISLTIYIIPVAILSICYGLISFKIWQNFKLK 

TKREQCINLTPKTSQNNTLARVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWS 

AWDQAAPREAMPFIISMLLASLNSCCNPWIYMCFAGHLFHDLRQNLLCCSTRYLKSPECR 

CERDFNSSHKSNSSNFAIKSTSSSRSITQTSTT* 
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>Ola_OTR_2 

MEDLLLELESWSHNVSARNSSCRNESGAENSTVNPLKRNEEAAKVEVTVLVLVLFLALMG 

NLCVLLAIHTTKHSHSRMYYFMKHLSIADLVVAVFQVLPQLIWDITFRFYGPDILCRLVK 

YLQVVGMFASTYMLVLMSVDRCLAICLPFRFVNKRKDRICVIASWMLSLVFSAPQAYIFS 

LKEVGNGVYDCWGDFVHPWGAKAYITWMSLSIYILPVAILGICYGLICFKIWENINMKTR 

RDRFVAVTSKGTHPLSRVSSVRLISKAKIRTVKMTFVVVIAYIVCWTPFFFVQMWSAWDP 

AAPREDMAFIIAMLLASLNSCCNPWIYMFFAGHLFHDLIQCFFSCCRQYLTDSSCGCDEQ 

PRDKSSSSSDVIKNAREASHTHPA* 
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>Gac_V1A_1 

MEAPGNNTVHANGSDPYARNEEVAQIEIMVLCITFVVAVIGNVSVLLAMFNTKKKMSRMH 

LFIKHLSLADLVVAFFQVLPQLCWKITFRFYGPDFLCRIVKHLQVMGMFASTYMMVMMTL 

DRYIAICHPLKTLQQPTQRSYIMITSTWMVSLLLSSPQFFIFSLSEIKNGSNVSDCWAHF 

VEPWGAKAYITWITVGIFLVPVVILMLCYGFICHSIWKNIKYKKTKSTAGSANRNGFIGK 

NSVSSITTISRAKLRTVKMTLVIVLAYIVCWAPFFTVQMWSVWDDNFQWADSENTAVTLS 

ALLASLNSCCNPWIYMIFSGHLLQDFVHCFSCCSKMTTDFKKEDSDSSVRRTTLLTKMTN 

RSPTGSSNWRELDNSPKSSIQAELTCN* 
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>Gac_V1A_2 

MPFPSESSCNATGGDCSEGPGALGGGNGTDPFGRNEEVAKLEITVLSVAFVAAVAGNVSV 

LLAMRRTRRKXSRVHLFMRHXSLADLVVAFFQVLPQLCWEVTFRFSGPDPLCRVVKHLQV 

MGMFASTYMMVMMTVDRYIAICHPLQTLQQPTRRAHVMIGSSWACSLALSLPQYFIFSLS 

EVHPGSGVYDCWGHFVEPWGLRAYITWMTVGIFLVPAAVLVFCYGLICRTIWRNLKYKTR 

RRPAEAPGTGALSRSSVSGVGNISRAKLRTVKMTFVIVLAYVVCWAPFFTVQMWSVWDKS 

FSFADSESTTVTLXALLASLNSCCNPWIYMVFSGHLLSDLPCCRRLAGTMRLQDSDSSLR 

RSTLLSRLQAPRLSDPPPGNSTHIPHAS* 

 

 

 

Note: The ambiguous residue marked with the character X is likely the result of a sequencing 

or assembly error in the genome sequence causing a frame shift. 
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>Gac_V2A_1_unsolved 

RDPGLARAEIAVLGVVLALTTLGNSFVLWVLLRRRKYNAPMHVFMVNLCVADLVVAVFQV 

LPQLIWDITGRFQGPDFLCRTVKYLQIVGMFASPYMIVAMTVDRHQAICCPLQAYRGGSM 

SRWNTPVMVAWGLALVLSIPQVFIFSRSEVSAGEFDCWGRFAEPWGLKAYITWMTVAVFV 

LPALIITICQIRIFREIHKNIYLKSERQTLSGSDSLNLFTAYEVDSGSPRCSIDYTRPPP 

PASPPPSITKAMSKTVRMTLVIVLVYTICWSPFFIVQLWAAWDPNPASHTGVAFTILMLL 

ASLNSCTNPWIYTAFSSSVSRELQNLLQCRSRSGRRGSLPDDSTATHTSTTKDSLC* 

 

 

 

Note: The sequence has been cut between the residues SER and QTL (underlined above) due to 

interrupted reading frame in the genomic sequence and the absence of canonical splice sites. 

This excluded region encodes part of the intracellular loop 3 (IL3) that is expanded in the 

identified teleost V2A sequences.  
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>Gac_V2A_2_fragment 

ERDALLAVAEVVVLTVILVMALLGNGLVLVVLLRRRQHHNPLHQFMLNLCVADLVVALFQ 

VLPQLVWDAKGLFPGPDFLCRLVKYLQVLGMFSSSYMIVAMTMDRHYAICCPLLAHRSVA 

TQRWNSFILLAWGLSLLLSLPQVFIFSRSEIAPGVFDCWGNFAESWGLKAYVTWMTLAVF 

ILPAFAITVCQVRIFKEIRNNVYLSERRLSPAPLSPARRDSQRGGGGGGSGGSSSLSVCV 

SPPALNRSSSDTSFDPEPTGLTLPMGPLHREIHGAPSAAFGPPPRGPAAGGRGVSAAMSK 

TVKMTLVIVLVYSLCWAPFFSVQLWAAWDPNPPQNGAVFTLLMLLASLNSCTNPWIYSAF 

SSSVSLELRLLLLCRTNSKRRSSLPSDSTTTHTSNY* 
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>Gac_V2B_fragment 

RDESLAKLEIALLSVVFIGAAILNTSLLLVLWGQRKHMSRMRVFVFHLCLADLVVAFFQV 

CPQLIWDITDRFVGPDPVCRLVKYLQVLGMFSSTYMIVAMTVDRYQAVCNPMVKFQRSHT 

GLNVPVCSAWGVSLLGSFPQIFIFSQIEVAPGVFDCWATFVQPWGLQTYITWTTLVIFIL 

PVITVVFCQVRICRAIQMNLHQKTAGLQGRAGHPAPSRGSGVAGMSKARVKTLKMTVVIV 

VAYIVCWAPFFTVQLWSAWDTNAPKETATFTVLMLLASLNSCANPCIYLLFSGQFPKKMR 

TFLWQWRPNGKDSIREEATMVSTLYMSFKNVSEAN* 
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>Gac_OTR 

MESISNESDFWQFNESWRNSSVDNGTGWSNQTNPLKRNEEVAKVEVAVLALVLFLALTGN 

LCVLLAIHTTKHSQSRMYYFMKHLSIADLVVAIFQVLPQLIWDITFRFYGPDMLCRLVKY 

LQVVGMFASTYMLVLMSVDRCLAICQPLRSLHRRKDRVYVICSWVLSLLFSIPQMFIFSL 

IEVGSAGSGVYDCWGDFVKPWGAKAYITWMSLTIYIIPVVILSICYGLISFKIWQNFKLK 

TRREQCISLTPKTSKCNTLTRVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWT 

AWDSAAPREALPFIISMLLASLNSCCNPWIYMCFAGHLFQDLRQNFLCCSTRYLKSSQCS 

CERDFDSSHKSNSSTFVIKSTSSQRSITQTSTT* 
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>Gac_V2-like 

MGSRSNSSEKATTEEGDVYGRFALVKAGILGLVFLLATCGNIFFLCILWKRRKRNTKTQL 

FLLHLCLADLVVAFFQVLPQFLMEITHRFRGTDFLCRLVKYLQVVGMFASTYMIVAMTID 

RYHAVCRPMVSFLKGSFRRYLSIGAAWLISLAFSAAQISIFSLQEVQENQYECWATFIEP 

WGSRIYITWITMSVFVIPAVIVLYCQIRICTTIYFNMKRKALQAVRAGTKGVSKGVSSAM 

LKTVKMTFVIIMTYTVCWSPFFVVQLWSAWSPSSTPTQGPVFAIIMLLASLNSCTNPWIY 

LYYS* 
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>Tru_V1A_1 

MHTPDYALLLNGVNGSLVSRPIELNMGTSGNSTELLNSNGSDPFARNEEVAQIEIMVLSI 

TFVVAVIGNVSVLLAMHNTKKKISRMHLFIKHLSLADLVVAFFQVLPQLCWEITFRFYGS 

DFLCRIVKHLQVMGMFASTYMMVMMTLDRYIAICHPLKTLQQSSQRSYIMIISTWMCSLA 

LSTPQYFIFSLSEIEKGSEVYDCWAHFIEPWGAKAYITWITVGIFLVPVTMLMMCYGFIC 

HSIWKNIKFKKRKGTTGAATKNGLIGKNSVSSITTISRAKLRTVKMTFVIVLAYIVCWAP 

FFTVQMWSVWDENFQWADSENTAVTLSALLASLNSCCNPWIYMIFSGHLLQDFVHCLPCC 

VKMNTDFKKEDSDSSLRRTTLLSKMTNRSPTASSGNWRELDNSPKSSNEVE* 
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>Tru_V1A_2 

MLLSNSTEEPGANLSRNHTDPFGRNEEVAKIEIGVLSLTFVAAVLGNVSVLLATHRKPSR 

VHLFMKHLSLADLVVAFFQVLPQLCWEVTFRFYGPDFLCRIVKHLQVLGMFASAYMMVMM 

TLDRYIAICHPLQTLQRPAQRAYVMIGGTWAGSLALSAPQYFIFSLSEVSPGSAVYDCWG 

HFVEPWGLRAYITWMTAGIFVVPVAALVFCYGFICRTIWKNLKCKTQRKSVEAVAEATGA 

GILGPCSVSSVSTLSRAKLRTVKMTFVIVLAYVLCWAPFFTVQMWSVWDHTFSWDDSEST 

AVTLSALLASLNSCCNPWIYMLFGGRLLSDCAGSLPCCSRLGRRFTRRHSDCSLRGTTLL 

SRLQGPRLSEPLALTGSLEVPPVS* 
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>Tru_V2A_1 

MESFGEESDWDGMALSVTTRRNNLSLSSLLVTGLNSINSSHSGGSYFGVFPENGSTATPH 

TLSQPQVRDLNLARAEIAVLSLVLALTTLGNSFVLWVLLRRRKYNAPMHVFMVNLCVADL 

VVAFFQVLPQLIWDITERFRGPDLLCRSVKYLQIVGMFASSYMIVAMTVDRHHAICCPLQ 

AYRGGAVSRWNTPVMVAWGLALVLSLPQVFIFSRSEVAPGEYECWGHFAEPWGLKAYVTW 

MTVAVFLLPALIITICQIRIFREIHNNIYLKSERMVVAELKKNEIFFRFHGFKKEDERAR 

ERGRRASGGGGREGRGGHAVKGVNNNPHNNSNNSGAPPTVQHSSCHGDHATTSAAPVQQQ 

QILNGSDCPESYTSYGITPGSPRCSIDYAPPHSPSIPPPSITKAMSKTVRMTLVIVLVYT 

ICWSPFFIVQLWAAWDPNSPDQGVAFTILMLLASLNSCTNPWIYTAFSSSVSRELQNLLH 

CRPGPGRRGSLPDDSTTTHTSTTKDSLY* 
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>Tru_V2A_2_unsolved 

RQRDAALAVAEVVLLAVILVMALLGNGLVLVVLLRRKRRHNPLHQFMLNLCVADLVVALF 

QVLPQLVWDAKGRLPGPDILCRLVKYLQVFGMFASSYMIVAMTMDRHYAICCPLQAHRSG 

ATHRSTSYSALAWGLSLVLSLPQAFIFSRSEVAPGVYECWGNFAESWGLKAYVTWMTLAV 

FILPVLIITACQVKIFVEIHNNLYLKSKRRLSAAPRPTGRGGAGGAGGAGGGGGGAAGAG 

GAGAAGGAAAGGGGGAAGGGGGAGGGRRSVLSRHASALVTAALSKTVRMTLVIVLVYSLC 

WAPFFSVQLWAAWDPDPPQNGAVFTLLMLLASLNSCTNXWIYSAFSNSVSPELRLLLLCR 

RRPRRRGSVPAEFSATHSSSS* 

 

 

 

Note: The sequence has been cut between the residues SAL and VTA (underlined above) due to 

interrupted reading frame in the genomic sequence and the absence of canonical splice sites. 

This excluded region encodes part of the intracellular loop 3 (IL3) that is expanded in the 

identified teleost V2A sequences. Additionally, a frame-shift was identified in the last 

predicted exon. This frame-shift is likely due to a sequencing or assembly error since the 

whole exon could be predicted. The ambiguity at the residue affected by the frameshift is 

represented by the character X highlighted in yellow above. 
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>Tru_V2B_fragment 

PAVLQESILVYLIDKMACLNSSNGSGEDALYGDQPRDERLAQVEIALLSIIFITAGILNL 

GVLLVLWKRRKQLSRMRVFVFHLCVADLVVTFFQVCPQLMWDVTDRFVGPDVLCRLVKYL 

QVVGMFASTYMIVAMTIDRYQAICKPMVTFQKRRARCNGPVCAAWCVSLVGSLPQIFIFS 

RVEVAPGVYDCWAQFIKPWGLRTYVTWTTLVIFVLPILTVTVCQVRICRTVNLNFHMKTH 

HNGEVVSRPPSSRASNVAGVSKARVKTLKMTVVIVVAYVICWAPFFTVQLWSVWDDEAPT 

HTATFTILMLLASLNSCANPCIYLLFNGSCSTGSCPTGC* 
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>Tru_OTR_1 

METVANESDFWLCNTSCRDPGVANETVLSNQTNPLKRNEEVAKVEVTVLALVLFLALAGN 

LCVLLAIHTTKHSQSRMYYFMKHLSIADLVVAIFQVLPQLIWDITFRFYGPDILCRLVKY 

LQVVGMFASTYMLVLMSVDRCLAICQPLRSLHRRKDRFYVIFSWGLSLVFSVPQMFIFSL 

REVGSAGSGVYDCWGDFVKPWGAKAYITWISLTIYIIPVAILSVCYGLISFKIWQNFRLK 

TRREHCVSMTPRTAKDNTLTRVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWS 

AWDPSAPREATPFIISMLLASLNSCCNPWIYMFFAGHLFQDLRQTFLCCSPRYLKSPQSQ 

CEREYDSSHKSVSSNFAIKSTSSQRSVTQTSTT* 
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>Tru_OTR_2 

MGELLREQSACLLNVSWNNPNVSHGNDTVNPLKRNEDVAKVEVAVLVLVLLLALTGNLCV 

LWATHATKHSQSRMYFFMKHLSIADLVVALFQVFPQLIWDITFRFYGSDVLCRLVKYLQV 

VSMFASTYMLVLMSVDRCLAICQPLRLVDRKKDRLYVFASWMLSLIFSTPQAFIFSLKEV 

GSGVYDCWGDFVQPWGTKAYITWMSLSIYIIPVAILCVCYGLICFKIWKNFNVKTSRDRF 

LALTAGPSKCAHPLSRVSSVRLISKAKIRTVKMTFVVVLAYVVCWTPFFSVQLWSAWDPA 

APREDMAFIIAMLLASLNSCCNPWIYMFFAGHLFQDLRRGFSCCCKRDATASSCSCNQRC 

RHKRNSSTCVMKNTSSQRSLTHTCSTGGL* 
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 49	
  

>Cmi_AAVX01540401 

MGVTETSGWDWGIWNFTRAGVSLSRLQNESFTKSRNKTDPFGRNENLAKTEISVLGIIFL 

VAVIGNLSVLMALYKTKKKMSRMHLFIKHLSVADLVVAVFQVLPQFIWDITYRFNGPDFL 

CRIVKHLQVLGMFASTYMMVMMSVDRYIAICHPLKTLQQATK 
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TMHMM posterior probabilities for Cmi_1_AAVX01540401

transmembrane inside outside



 50	
  

>Cmi_AAVX01098033 

QWPNQTAAKPTQRSADFLLSRDEELARAEISVLAAVLIVAVAGNLAVLTALCRMKRKLSR 

THLFVLHLALTDLCVALFQVLPQLCWEITYRFQGPDALCRSVKYLQVVGMFASTNMLLVM 

TADRYLAVCHPLRTFQQPVRQVYVMIGAAWLLSCVLSLPQVFIFSLREVDEGSGVYDCWA 

VFDVSWGAKAYITWTTASIFILPVLVLALCYSLICLEICRNLRWKSAGSEGEGRPGGEMG 

PGRVSSIKSMSRAKIRTVKMTFVIVLAYVVCWSPFFSVQMWSVWDLAAPDD 
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TMHMM posterior probabilities for Cmi_2_AAVX01098033

transmembrane inside outside



 51	
  

>Cmi_AAVX01084300 

HIAVLLAIHSNRHKPSRMYFFVKHLSIADLVVAVFQVLPQLIWEITFRFHGPDFLCRIVK 

YLQIVGMFASTYLLIVMSIDRCLTICQPLKSLHQRSNSMYVISSWVISLAFSIPQIFIFS 

FREVGPEVYDCWADFIQPWGAKAYITWITVSVYIIPVLILTVCYGLISFKIWQNVKLKTR 

RETKTPQGGSMLARVSSIKIISRAKIRTVKMTFVIVLAYIICWTPFFYVQMWTAWDPHAP 

KE 
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TMHMM posterior probabilities for Cmi_3_AAVX01084300

transmembrane inside outside



 52	
  

>Cmi_AAVX01207198 

ALFQVFPQLFWDITDRFVGPDAICRLVKYLQIVGMLASTYMIVVMTIDRYQAICNPMVTF 

QRKRARWNLPVCIAWCISLIGSLPQVFIFSKTEIYPGVFECWAHFIEPWGLKAYVTWTSM 

VVFVVPALTLIVCQVRICRAIQMNLYSKTHQQSGESKKELKTWRASSVAGVSKARIKTVK 

MTLVIVLVYILCWSPFFTVQLWSVWDPKAPRE 
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TMHMM posterior probabilities for Cmi_4_AAVX01207198

transmembrane inside outside



 53	
  

>Cmi_AAVX01086900 

TWANQPGMRSWPKRCSLLFLTAAVGNCLLIRSLWDRRKCMYAFLMHLSIADLVVAVFQVL 

PQLVWDITEIFLGLDTLCRAVTYLQLVGMLASSYTLLVMIMDRFQAVCYPMVTFQKRRTF 

WNGATCTSWAMSLLLSLPQVFIXSKKEMAPGVLQCWANFIQPEVSRHL 

 

 

 

Note: The ambiguous residue marked with the character X is likely the result of a sequencing 

error in the original genomic scaffold.  
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