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/TMHMMY/ (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)



>Mdo_V1A

MGSTRFPGGALPAWTAATSNSSPWEPSASSPTAASNGSLDISGRDSRNEELAKLEITVLA

VTFVVAVLGNSSVLLALHRTQRKTSRMHLFIRHLSLADLAVAFFQVLPQLCWDITYRFRG

PDGLCRVVKHLQVFAM FASAYMLVVMTA-IAVCH PLKTLQQPARRSRVMIAAAWALSF

VLSTPQYFIFSMVEVNNVTKARDCWANFIQPWGLRAYVTWMTGGIFVAPVIILGTCYGFI

CYHIWRNIRGKTVTVKSKEEEEAAVGALRKGLLLAPCVSSIKSISRAKIRTVKMTFVIVT

AYIVCWTPFFVVQMWSVWDQQSSWTDSENPATITITALLGSLNSCCNPWIYMFFSGHLLQD

CVQSFPCCRKMKQQLNKEDSDSMSRRQTSFTNNRSPTNSTGTWKDSPKSSKSIRFIPIST
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>Mdo_V1B

MDNFPLWTVNFTPWSSPSPPNATTPWLGRDEELAKVEIAVLATILVLATGGNSIVLLALG
WPGRKRSRMHLFVLHLALTDLGVALFQVLPQLLWDITYRFQGSDFLCRVVKYLQALSMFA
STYML LVMTL-LAVCHPLRTLHQPSRSAYPFIAATWL LAAGLSLPQVFIFSLREVSQG
TGVLDCWADFHFPWGLQAYITWTTLAIFVLPVAVLIACYSLICYEICKNLKGKTQTRGVG
GRARGAVQGGGASFQVLAGATRGPPSRVSSISTISRAKIRTVKMTFVIVLAYIACWAPFF
SVQMWSVWDENAPDEDSTNVAFTITMLLGNLSSCCNPWIYMCFSSYLLPAPLRDLSCCGQ

PQTGLKRQLSSGSLSSRRATLLTRVSHPPHLSLSGSSRPEENLKDFFAPSEDTTTETRAL

*

TMHMM posterior probabilities for Mdo_V1B-type
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>Mdo_V2A_fragment

ASFSCSSFXSSPGPSHGQSPGTPAVRSGDPWLAQAEVALLAAMFVCVTLSNILVLGALAR
RGRRGRWAPMHVFIGHLCLADLAVALFQVLPQLAWDITDRFQGPDFLCRAVKYLQMVGMY
ASSYMI LAMTL-RAICRPMLAFRHGGAHWNRPI LVAWALSLIFSLPQLFIFSQQEVED
ETGTLDCWALFIEPWGLRAYVTWIALMVFVAPAAGIAACQVLIFREIHASLSPRASGVGP
GEGARVSAAMAKTVRMTLVIVIVYILCWAPFFLVQLWSVWDPXGTPGRPPFVLLMLLASL

NSFTNPWIYASFSSSVSSELRSLLCCSRPPPLASLGTPDDSCITASSSLTKDTSS*

TMHMM posterior probabilities for Mdo_V2A-type
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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).



>Mdo_OTR

MESSSEATEPGFPNCSANWSLELSSPGDRNRSSIPFQRNEAMAKVEVTVLSVILFLALTG
NLCVLLALRTTRHKHSRMFFFMKHLSIADLVVAVFQVLPQLLWDITFHFYGPDFLCRLVK
YLQVVGMFASTYLLLLMSL-LAICQPLRSLRRQSDHLSVLCTWLVC LVVSVPQIQIFS
LREVSEGVYDCWAVFIQPWGPKAYITWITLTVYIIPVLVLSACYGLISFKIWQNLKLKTA
HEPRAAGLLASSVTCGADADNGGPLSRVSSVKLISKAKIRTIKMTFIIVLAFIVCWTPFF
FVQMWSVWDPDAPKETSLFITAMLLASLNSCCNPWIYMLFTGHLFHDLVHRFFCCSASYL

KTNPGGETSASKKSNSSTFVLSRKSSSLKSFTQPAGE*

TMHMM posterior probabilities for Mdo_OTR-type
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>0an_V1A

MPLSDGPASGWAAWARNGSAGAGTGAGASAGAEGGGRNGSAPFGRNEELAKLEVAVLAVT

FAAALLGNCSVLLALHRTPRKTSRMHLFIRHLSLADLAVAFFQVLPQLCWDVTHRFRGPD

GLCRVVKHLQVFSMFASAYVL LAMTA-IAVCHPLKTLQRPARRSRAMIAAAWTLS LLL

SVPQYFVFSFGEVQPGSGVFDCWADFVQPWGQKAYVTWMTASIFLAPVLVLATCYGFICY

HIWRNIRGKTGLGPRPGLGLGTRPGLVLGPGAGAGPPGRLLLTPCVSSIKSISRAKIRTV

KMTLVIVTVYVVCSAPFFVVQMWSTWDVRFVWLASEDAVVTITALLASLNSCCNPWIYMF

FSGHLLQDCIQSFPCCRKSRQKLTKEDSDSLSRRQTSLTNNRSPTNSSGAWRDSPRSSKS

TKFIPVST*

1.2

0.8 r

probability

04 ¢

0.2 r

TMHMM posterior probabilities for Oan_V1A-type

06

transmembrane

’I
50 100 150 200 250 300

inside

1‘ - [ \ N
\ ‘ﬁ B [
\ | | | \ |
| ) L |
\ | \ \ \
| \ | ‘
| | o |
[ ‘ !
| | |
|
il ) | ||“ ’r 1‘ }
WALl L il NI

...4|‘
Il
il

350

outside

400




>0an_V1B_fragment

NHTDRPGPSRSYPLIAATWTLAAGLSLPQLFIFSLREVSRDSGVLDCWAHFRVPWGPRAY
VTWTTLAIFVLPVAVLTACYGLICHEICKNLRGKSRVWGPGAATAEPSGPSARVSSVRAT
SRAKIRTVKMTFVIVLAYVACWAPFFSVQMWSVWDENIRTEDSSDVAFTITMLLGSLSSC
CNPWIYMSFSNHLLPESLRCFSCLGAARHPMKRQLSNGSLSSRRTALLTRSRPSNLYPSG

GPLPEGSLKDFCPPHEYTVTETGVL*

TMHMM posterior probabilities for Oan_V1B-type_fragment
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>0an_V2A

MSPGLDGPSAAPGILWDSNSSINASAPPSESDKRDEALARAEITLLAVMFVGVAGSNTLV

LGALARQGRRQRAPMHVFITHLCLADLAVALFQVLPQLLWDITDRFQGPDLLCRAVKYLQ

MVGMYAS SYMIVAMTL-HAICRPMATFRRGGARWNMPVLVAWASS LVLSLPQIFIFSL

MRMPDGAYDCWAQFAEPWGSKAYVTWITLVVFVLPTAGIATCQVLIFREIHTSLYQKRKR

TREGGRGRRRWPLGSREGRGGRARVPVGGAAEASRVSGAMAKTVRMTLVIVLVYVLCWAP

FFLVQLWAVWDPHSPKNGPAFTLIMLLASLNSCTNPWIYASFSSSVSSELRQLLCCQRPG

PILPEDSCATATSSLAKETIHS*
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>0an_0TR

MGEPLDVWATNGSAFPGNGSLDPGPVGGNSSADPLKRNEAMAKVEVTVLCLILFLALTGN
LCVLLALHTTRHKHSRMFFFMKHLSIADLVVAVFQVLPQLLWDITFRFYGPDFLCRLVKY
LQVVGMFASTYLLLLMS L-LAICQPLRSLRRRADRASVLGTWL LCLVVSVPQIHIFSL
RDVGNGVYDCWAVFIQPWGPKAYITWITLAVYIIPVLVLSGCYGLISFKIWQNLRLKTAQ
EPPGGLASPDGADAGSRAVLARVSSVKLISKAKIRTVKMTFIIVLAFIVCWTPFFFVQMW
SVWDKDAPKEASPFITAMLLASLNSCCNPWIYMLFTGHLFHDLVQRFLCCSTNYLKTKQA

GDTSVSKKSNSSSFVLSRKSSSQKSFTQPSAE*

TMHMM posterior probabilities for Oan_OTR-type
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>Gga_V1A

MRLGGGGGSPRAAGPPGNGSRWRGAAEDGSSPSPEAWSGAPNGSAGDWDPFGRDEELAKL
ETAVLAVTFAVAVLGNGSVLLALRRTPRKASRMHLFIRHLSLADLVVAFFQVLPQLCWEV
THRFHGPDGLCRVVKH LQVFGMFASAYMLVAMTA-IAVCHPLKTLQQPTKRSYAMIAA
AWALSLLLSTPQYFIFSLSEVERGSRVYDCWAHFIMPWGPRAYITWITGGIFVAPVLILA
TCYGFICFRIWRSARGRARPGEAAGGGPRRGLLLAPCVSGVKTISRAKIRTVKMTFVIVS
AYVVCWAPFFTIQMWSVWDQHFPWVDSENTATTVTALLASLNSCCNPWIYMFFSGHLLQD

CVQSFPCCQKIKQTLSKEDSNSNSRRQTSFTNNRSPTHSLNTWRESPHSKSTSFIPVPT*

TMHMM posterior probabilities for Gga_V1A-type
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>Aca_V1A

MRFAGNESQEGSAEPPWPSNASGGGEDRFGRNEELARLEVAVLALTFVLAVLGNALVLLA
LGRTPRRKASRMHRFIRHLSLADLAVAFFQVLPQLCWEVTHRFHGPDGLCRVVKHLQVFG
MFASAYL LVVMTA-IAVCHPLKTLQRPSRRSRWMIAGAWALSFVLSTPQYFIFS LSEV
ERGSEVYDCWAHFVMPWGPRAYITWVTGSIFVAPVLVLATCYGFICFRIWSNARRKAPRR
RGPLFLPGQPPPPPALRKGLRLAPCVGSVKNFSRAKIRTVKMTFVIVSAYIVCWAPFFTV
QMRSVWEDHASWVESEDILITVTALLASLNSCCNPWIYMFFSGHLLQDFIQSLLCCRKMK

QKLNKEDSESYSRKQTSYTNSRSPTNSLDTWTESQHFSQSIKFMPVSS*

TMHMM posterior probabilities for Aca_V1A-type
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>Aca_V1B

MEKNSTYFNSFTDSSLLDNTDPRNEATNQTALYTRDEELAKAETIGVLAATLAVTLVGNLG
VLLTMYHLRKKMSRMHLFILHLALTDLVVALFQVFPQMIWEVTYRFQGPDPLCKLVKYLQ
VLSMFASTYMLIAMTL-MAVCHPLRTLQQTSCQAYLMIGSTWL LSCLLSLPQIFIFSV
REVRQGSGVLDCWAEFRYPWGSKAYVTWMTLCVFVLPVAILTLCYGLICHKICKNLRGKT
KSGGSCRATTSISYTGQKGAECHGGSRVSSVRTISRAKIRTVKMTFVIVMAYVACWAPFF
SVQMWSVWDKDAPNDESSNVTFTITMLLASLSSCCNPWIYMFFSGHLFHDVFHFFACCGS

LHSNFKRQFSNGSLCSRKTTILTHSPQSTPAAAAAAGLEMQLGSLKDFYQPYEETVSDSG

IL*
TMHMM posterior probabilities for Aca_V1B-type
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>Aca_V2A_fragment

DDRDVALAQAETAILASIFLLATLSNGLVLGALFLRGHRAAPTPMHRFILHLCLADLTVA

LFQVLPQLIWDITDRFQGPDI LCRAITYLQVVGMFASSYVIVAMTY-RAICQPMLVFR

RGPGTWYRPVMVAWTASFLFSLPQLFIFSKVELPSGAHECWATFAEPWGARAYVTWVTLM

VFILPTVFIATCQGMIFHEVHRSLHLGPEGALKGRGSLRGSSPISCALTKTLKMTLVIVL

TYVFCWAPFFLVQLWSVWDPEAPIDGPAFTLLMLVASLNSCTNPWVYAAFSSSISNELCR

IFCPRLARQRMGSLREDSVLTASFSLGRDTLS*
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>Aca_V2B_fragment

RIAVLGVIFTAAAVGNFILILVLWRRRTKLSRIYVFLLHLSLADLMVAFFQVLPQLFWKV

TDDFKGPDILCRTICYLQLLSM FASTYMIVVMAM-QAVCYPMTS FQKKGALWNVSICT

SWFISLVFSVPQVFIFQKTEVSPGIFDCKANFIEPWGAKGYVTWISIVILFLPAALLIIC

HVMICRAVQINMKNQHEFEMTNQKQMMPSQPSNANKMSKVMIKTIKMTVVIVVAYVFCWS

PFFIAQLWTAWHPSDARTEGPSNSYLMLLANLNSCVNPWIYMYFFGQIPHCSKNQTKPTL

QLVKSLQLQAALTWEIKKLKTISHLCNYYKLLAL*
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>Aca_0TR

MDPLCFLGNDPWTYNCSFNNYTLENQTSQTNQTFPIKRNEDVAKVEVAVLCLIFFLALTG
NLCVLMAIYTTRHKHSRMYFFMKHLSTADLVVAIFQVLPQLIWDITFRFYGPDYLCRLVK
YLQVVGMFASTYMLLLMSL-LAICQPLRSLHRRSDRLSVL LTWIVCLLFSIPQLQIFS
LKEVAHGGVDCWATFILPWGPKAYVTWITLTVYIIPMFVLSVCYGLISFKIWQNIKLKTV
HETNVNLTSSHYHGGTLSRVSSIKLISKAKIRTVKMTFIIVLAFVMCWTPFFIVQMWIVW

DENAPKEELAFIITTLLASLNSCCNPWIYMLFTGHLFHDLLHRFLCCSSRYLKSRQGCDL

SVSKKSNSSTFVLSLKSSSQRSFTQPSTA*

TMHMM posterior probabilities for Aca_OTR-type
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>Xtr_V1A

MDLTHSSESQQDSNLAAPTEDCSPNSTLFNSSSSQIDPTADPYVRNEALAKIEIAILATII
FVAAVLGNCSVLIGLYKSKKKTSRMHLFIKHLSLADLAVAFFQVLPQLCWEVTYRFRGPD
TLCRIVKH LQVFGMFASAYMLVVMTA-IAICHPLKTLQQPTKRSYVMI ISAWIISFLL
SIPQYFIFSFSPVNGSEVYDCWAHFIQPWGARAYITWMTASIFVVPVAILTTCYGFICYN
IWRNIQCKTKREENEGRKSHGLLSTSVSSVKTISRAKIRTVKMTLVIVTAYILCWAPFFI
VQMRSVWDKNFEWTDSEDIATTVTALLGSLNSCCNPWIYMFFSGHLLQDFIHSFPCFQKI

KQTFSKEDSDSSTRRQTSFTRIQTRSPTNSTHTLKESPKSSKSIKFLPIQT*

TMHMM posterior probabilities for Xtr_V1A-type
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>Xtr_V1B

MENNSYLLDYALKLPSALNYTDPRNEDLAKAEVALLGAILVITTGSNLIVLFAIYQRRKK
MTRMHLFIVHLTFTDLAVALFQILPQMIWDITFRFIGSDILCRAVKYTQVMSMFASTYML
MMMTI-IAVCHPLKTLQQPSKQAYLMIGGTWILSCILSLPQI FIFSMKEISQGAGVID
CWADFRYPWGAKAYITWITVSIFFVPVGILLLCYSLICCEICKNLKGKMQTSGVGQRESN
GQVVPSRVSSIRTISRAKIRTVKMTFVIVLSYILCWTPFFSVQMWSVWDENSPDEDSTDF
AFTITMLLASLSSCSNPWIYMCYNSPQLCRGTSRPHGHRHNSTGSVSSRRDTLLTQLRNR

SLLRGGGSNGTCNSIRDLYPALDDTVIESGIL*

TMHMM posterior probabilities for Xtr_V1B-type
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>Xtr_V2A

MSGTQPTFETPNITVGVEEDKRDPIVAQWNIAMLAVIFSFATFGNCLVLFTLLRRRKHNA
LMHTFMIHLCLADLVVSFFQVLPQLVWDITDRFRGPDVLCRGVRYLQVVGMYASSYMIVA
MTF-QAICRPMMTFKKGSARWNI PVSLAWLASATIFSLPQGFIFSRIEVHPGVFDCWAT
FIEPWGLKAYVTWITLAVFILPALFIATCQVLIFREIHNSINMGPGHSPRPRRKAKLINT
RNGARSQSDTGVSSAMAKTVRMTLVIVLVYVVCWAPFFIAQLWNVWNQESAAGSSAIKVL

MILASLNSCTNPWIYTIFSSSVSKDVKEILCFACRPRQRKNSLPEDSCFTGSTTVPKECL

Y*

TMHMM posterior probabilities for Xtr_V2A-type
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>Xtr_V2B

MTNKSQFIERPDRSEQLAYVEISVLGVIFMVASAGNLTLILVLWNKRKKLSRMYVFMLHL
SLADLVVAFFQVLPQMIWDITDVF FGPDPMCRLIRYLQLVGMFASTYMIVVMTL.FQAI
CYPMVTFQKKRALWNAPICASWCISLLFSIPQVFIFSKTEIYPGIFECWAKFMEPWGSKA
YVTWIFVAIFFIPINILIVCQIKICRTIKTNIYVKQHSDLELQEQHRIGASRASSINCIS
KAMIKTVKMTVVTVVAFFLCWTPFFIVHLWVAWSSEDVTEGAAFTIIMLLGNLNSCANPW

TYMYFSGHIPRCVSHRETLSTREDSLNTASIDLGDRDCEDRTTAV*

TMHMM posterior probabilities for Xtr_V2B-type
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>Xtr_OTR

MEPLCAQPDCPLLLLNGSWGNFSMENRTGPTNTTRDPLKRNEDVAKVEVAVLALILFLAL
AGNICVLIAIHINRHKHSRMYFFMKHLSIADLVVALFQVLPQLIWDITFRFYAPDFVCRI
VKYLQVVGMFASTYMLLLMS L-LAICQPLRSLHRRSDCVYVVLTWI LSFLLSVPQIHI
FSLKEVGNKVYDCSASFIEPWGLKTYITWITITVYILPVMILSVCYGLISYKIWQNIRLK
TMCESSVRLSSNKRATLSRVSSVRLISKAKIRTVKMTFIIVLAYIVCWTPFFFVQMWSVW

DPDAPKEDSLFITAMLLGSLNSCCNPWIYMLFTGHLFHDLLQRFLCCSARYLKSSQQGSD

MSTSRKSNSSTFVLSRKSSSQKSITQPSIA*

TMHMM posterior probabilities for Xtr_OTR-type
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>Dre_V1A_1

MGNTSNQITANNTTDPFGRNEDVAKMEITVLSVTFLVAVVGNLCVLLAMHNTKKKSSRMH
LFIKHLSLADLVVAFFQVLPQLCWEITYRFYGPDFLCRIVKHLQVLGMFASTYMMVMMTL
-IAICHPLKTLQQPTRRAYIMICSTWLCSLLLSTPQYFI FSLSETIQNGSDVYDCWGHF
TEPWGIRAYITWITVGIFLIPVVILMICYGFICHSIWKNFKCKTKRGAAHNPKSGMIGKA
SVSSVTIISRAKLRTVKMTFVIVLAYIVCWAPFFTVQMWSVWDENFSWDDSENAAVTLSA
LLASLNSCCNPWIYMLFSGHLLHDFLGCFPCWNKPQNTLHKEDSDSSIRRNTLLSKLTSV

RAKDGFDSWKDPCNSRKSSQSIGLDYSRKSSQCLHFDCSRKSSQSVPMES*

TMHMM posterior probabilities for Dre_V1A-type_1
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>Dre_V1A_2

METHSNTSHPPNTSDPFGRDEEVAKIETAVLSVTFAVAVIGNYSVLVATHNTKKKTSRMH
LFIKHLSLADLVVAFFQVLPQLCWEITFRFYGPDFLCRIVKHLQVMGMFASTYMMVMMTL
-IAICHPLKTLQQSTRRSQVMIGGTWVCSLVLSSPQYFI FSLSETIQNGSEVFDCWAHF
TQPWGVRAYITWITAGIFLVPVLILMTCYGFICHSIRMSIRYKSKRTQVFGKQSVSSVSS
ISRAKLRTVKMTFVIVLAYVICWAPFFTVQMWSVWDQSFNWDDSKNTAVTLSALLASLNS
CCNPWIYMVFSGHLLQDFALCFPCCQKIRKSFRKEDSDSSIRRTTLLTRMANRSPTCSSS

TWRELQHSPKTDRSTPANT*

TMHMM posterior probabilities for Dre_V1A-type_2
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>Dre_V2A_1

MRIASWEDNLGQPNHSVLEMEGPPDLSSSLFNLSSSYGGTGAFLWLYPSENVTWTTMRPT
MQPVTPPRVRDQALAQAEIGVLGLVLALTALGNGFVLWVLLRRKKNHAPMHLFMVNLCVA
DLVVAFFQVLPQLVWDITERFHGPDALCRSVKYLQIVGMFASSYMIVAMTV-YAICCP
LQAYRGGATSRWNTPIMVAWGLAFVLSLPQVFIFSQSEVSPGVFECWGHFAEPWGLKAYV
TWMTVAVFVLPALIITVCQVRIFREIHDNIYLKSERVVTAEFKKNSVFFHFPRREGGRGR
TRKKNERSRQSRHSQQGEISLSQAHCSRSHHAGQEEFSSNLYDEYSQTLPCRSSMCEPCF
GPCPSSDPSIPNHLQNSPNNLSDPTHSQSLSANSVCALAGHTESSGASELWPDVLPDAFP
LPTEYSHPPPVPGVTKAMSKTVRMTLVIVLVYTICWSPFFIVQLWAAWDPNPPIQGAVFT

TLMLLASLNSCTNPWIYTAFSSSVSRELLALLRCHRRSPRRGSLPDDSTATHTSTNTKDS

IY*
TMHMM posterior probabilities for Dre_V2A-type_1
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>Dre_V2A_2

METFSREPGWEGSPHATTAWTNFTSSLFSDHTGLNSTFRGGSYFWLVSQNSSINPTQKPG
PVKIRDVALAQAEIGILGLVLALTTLGNSFILWVLLRRRKYNAPMHQFMVNLCVADLVVG
FFQVLPQMLWDITERFQG PDVLCRSVKYLQIVGMFASSYMIVAMTV-NAICCPLQAYK
GGAVSRWNTPIMVAWGLSLILSVPQVFIFSRSEVSPGVYECWGNFAEPWGLKAYVTWMTV
AVFVLPTFIITVCQVRIFKEIHDNIYLKSERVVSVDLKKNRVIFHFPIFKKRARTVRETA
RRSGMPREARELHKKSTSSESSRSHTCNSEDAPEPDYCDQSCQDGYSPSNLASQTHSSSP
DVLPRIQTNPHTIWSNSSAAVQTSYGYSVPHRNSKNTTNNEDSNTSSEPSFQPCPLHPPL
TGVSKAMSKTVKMTLVIVLVYTVCWSPFFIVQLWAAWDPNPPDQGVAFTILMLLASLNSC

TNPWIYTAFSSSVSRELLALLRCRPKVPRRSSLYDHSSDINTSTTKDNQY*

TMHMM posterior probabilities for Dre_V2A-type_2
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>Dre_VZ2B

MPFSFTLNLSNTSVEMDTSADEPRNEQLAQIETALLSVIFLCASTLNFSLLLVLWRKRQQ
MSRMRVFVTHLCLADLVVAFFQVCPQLMWDITDRFVGPDLVCRLVKYLQVVGMFASTYMI
VVMTV-QAICNPMVTFQRRRARWNLPVCVAWLVS FVLSVPQLFIFSRVQIAPGVYDCW
AEFVQPWGPKAYVTWTTLVIFLVPVVMVTACQVRICRALQINLYLKTQQQQRGDEGHSHP
LSSRASNVVSVSKSRIKTVKMTVVIVLAYTVCWAPFFTVQLWSVWDDDAPTETATFTILM
LLASLNSVANPCIYLLFTVKFPELLGSLLCMKHAEKKEPLPEETTMVSSLYLSFKSHSDI

R*

TMHMM posterior probabilities for Dre_V2B-type
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probability
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>Dre_Q0TR_1

MEDIFKDQDFWSFNESSRNATNETYGVNQTVNPLKRNEEVAKVEVTVLALVLFLALAGNL
CVLIATIHTAKHSQSRMYYFMKHLSTADLVVAVFQVLPQLIWDITFRFYGPDILCRLVKYL
QTVGMFASTYMLVLMSI-MAICQPLRSLHKRK-YVICSWALSLL FSIPQVYIFSLR
EVGSGVYDCWGDFVQPWGAKAYITWISLTIYITPVTILSVCYGLISFKIWQNFKRKTKRD
QCITLTPKASKGNALARVSSVKLISKAKITTVKMTFVIVLAYIVCWTPFFSVQMWSAWDP
EAPREAMPFITSMLLASLNSCCNPWIYMFFAGHLFHDLKQNLFCCSTLYLKSSQCRYDPE

QDSRKSNSSTYVIKSTSSQRSITQTSIT*

TMHMM posterior probabilities for Dre_ OTR-type_1
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>Dre_OTR_2

MESLLKDVILWPINDSWANSSRGNDSRGLNQTVNPLKRNEEVAKVEVTVLVLILLLALAG
NLCVLVAIQTSKHGQSRMYYFMKHLSIADLVVAVFQVLPQLIWDITFRFYGPDFLCRLVK
YLQVVGMFASTYMLVLMSI-LAIWQPLRSLRRRKDRFYVLASWIISL LFSLPQVYIFS
LREVGDGVFDCWGDFVQPWGAKAYVTWISLTIYIIPVAILSVCYGLISYKIWQNFRLKTR
RDQCLSLTPRPTKGAALSRVSSVKLISKAKIRTVKMTFVIVMAYIICWTPFFFVQMWSAW

DPMAPREAMAFTITAMLLASLNSCCNPWIYMFFAGHLFRDLMQRCLTVSHCGCKRHWRNKN

HSGTGAMRSSSSQKSVTQSSTT*

TMHMM posterior probabilities for Dre_OTR-type_2
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>Dre_V2-1ike

MADNLNCSAGNCSSAHDAFGLSDGHFALVKAAVLGCVFVLATCSNLFLLHALWKRRKRHT

RTQLFLLHLCLADLVVAFFQVLPQLSMEITHRFRGSDLVCRSVKYLQVVGMFASSYMIVA

MTI-HAVCKPMVSFFRGS FRRYVSISAAWLISLAFSAPQIFIFSLQEVEKDVFDCWAT

FIEPWGGRIYITWITLSVFVLPAVILMFCQIKICAGIYFNMKRKALQGSAGDGRSSTKGI

SSAMLKTVKMTFIIILVYTLCWSPFFVVQLWSAWSPSSAPTQGPVFVTIMLLASLNSCTN

PWIYLYYS*
TMHMM posterior probabilities for Dre_V2-like
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>01a_V1A_1

MYTLSSVLLLSGENRSLDSSLSSDLMMGTSGNGTANSNGSDPFGRNEEVAQIEIMVLSIT
FVVAVIGNVSVLLAMYNTKKKMSRMHLFIKHLSLADLVVAFFQVLPQLCWEITFRFYGSD
FLCRIVKHLQVMGM FASTYMMVMMTL-IAICH PLKTLQQPTKRSYIMITSTWMCSLVL
STPQYFIFSLSEIKNGSDVYDCWAHFIQPWGAKAYITWITVGIFLVPVVILMLCYGFICH
SIWKNIKYKKRKTTAGASNKNGLIGKNSVSSVTTISRAKLRTVKMTFVIVLAYIVCWSPF
FIVQMWSVWDENFLWDDSDNTAVTLSALLASLNSCCNPWIYMIFSGHLLQDFVHCFSCCR

RVNADKKEDSDSSIRRTTLLTKMTNRSPTGSTGNWKELDNSPKNSAQAE*

TMHMM posterior probabilities for Ola_V1A-type_1
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>01a_V1A_2

MLFPSDSLCNLTGQNCSLNVTQQLGGVKKNHSDPFGRNEEVAKIEITVLSLAFVAAVVGN
VSVLLAMHRTRRKLSRMHLFMKHLSLADLVVAFFQVLPQLCWEITFRFYGPDFLCRIVKH
LQVLGMFASTYMMVMMTL-IAICHPLKTLQQPTQRAYIMIGSTWACS LVLSTPQYFIF
SLSEVRPGSAVYDCWGHFMEPWGLRAYITWITAGIFLLPVAILVFCYGFICRTIWMNIKY
KTRRKRTDAAEGATTNGVLSRSSVSSVSTISRAKLRTVKMTFVIVLAFVVCWAPFFTVQM
WSVWDQTFSWDDSENTTVTLSALLASLNSCCNPWIYMIFSGHLLSDFFSGLPCCRRLKIQ

LHQQDSDSSVRRTTLLSRLQGPRLSEPFRDLNLTGKSCPQVPSASYQTDLSRAES*

TMHMM posterior probabilities for Ola_V1A-type_2
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>01la_V2A_2_unsolved

SVPVSMATQRYPSVNGTAIPETPVGSNATIFERDALLAVAEVVVLAVILVMALLSNGMVL
MVLLRRGKRHSPLHQFMLNLCVADLVVALFQVLPQLVWDAKGRFPGPDFLCRLVKYLQVL
GMFASSYMIVAMTV-YAICCPLQAHRSWATKRWNTPIAVAWG LSLLLSLPQVFIFSRS
EVAPGVYECWGNFAESWGLKAYVTWMTLAVFLLPVLITAFCQVRIFREIHHNLYLKSESR
PSRKSPSHRGGRNVREKGGGAGRFCLPLGVSSCGQVTAAMSKTVRMTLVIVVVYSVCWAP
FFSVQMWAAWYPDPPQRDAAFTLLMLLASLNSCTNPWIYSAFSSSVSPELRLLLCRGSFH

HRGSLPGDSNTTHTSNA

TMHMM posterior probabilities for Ola_V2A-type_2_unsolved
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transmembrane inside outside

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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>01a_V2B

ALTPDSLTRLQVSFSKMRAVNGSASVDAEDVPRDESLARAETALLSVIFVSASLLNAALL
LVLWRQRKQMSRMRIFVFHLCLADLVVAFFQVCPQLIWDITDRFVGPDLVCRLVKYFQVL
GMFSSTYMIVVMTV-QAVCN PMVKFQRARTRINMPVCAAWALSFVGSLPQVFIFSQVE
VAPGVFDCWADFIQPWGLQTYVTWTTLVIFILPVTTVVVCQVRICRAIQINLYQKTLKQG
SKGVALPSRASGVASMSKARVKTLKITVVIVLAYITCWAPFFTVQLWSAWDTHAPKETAT

FTILMLLASLNSCANPCIYLLFSGQFPKKLLTLLCRRNSNGKRPGHEDPTTVSSLYMSLK

NISESK*
TMHMM posterior probabilities for Ola_V2B-type
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>01a_0TR_1

MEIISNESEIWQFNGSWRNSSLGNGTGALNQTNPLKRNEEVAKVEVTVLALVLFLALAGN
LCVLLATIHTTKHSQSRMYYFMKHLSTADLVVAIFQVLPQLIWDITFRFYGPDILCRLVKY
LQVVGMFASTYMLVLMSI-LAICQPLHSLHRRKDRIYVILSWL LSLIFSIPQMFIFSL
REVGSAGSGVYDCWGDFVKPWGAKAYITWISLTIYITIPVAILSICYGLISFKIWQNFKLK
TKREQCINLTPKTSQNNTLARVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWS

AWDQAAPREAMPFITSMLLASLNSCCNPWIYMCFAGHLFHDLRQNLLCCSTRYLKSPECR

CERDFNSSHKSNSSNFAIKSTSSSRSITQTSTT*

TMHMM posterior probabilities for Ola_OTR-type_1
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>01la_0TR_2

MEDLLLELESWSHNVSARNSSCRNESGAENSTVNPLKRNEEAAKVEVTVLVLVLFLALMG
NLCVLLAIHTTKHSHSRMYYFMKHLSIADLVVAVFQVLPQLIWDITFRFYGPDILCRLVK
YLQVVGMFASTYMLVLMSV-LAICLPFRFVNKRKDRICVIASWMLSLVFSAPQAYI FS
LKEVGNGVYDCWGDFVHPWGAKAYITWMSLSIYILPVAILGICYGLICFKIWENINMKTR
RDRFVAVTSKGTHPLSRVSSVRLISKAKIRTVKMTFVVVIAYIVCWTPFFFVQMWSAWDP

AAPREDMAFITAMLLASLNSCCNPWIYMFFAGHLFHDLIQCFFSCCRQYLTDSSCGCDEQ

PRDKSSSSSDVIKNAREASHTHPA*

TMHMM posterior probabilities for Ola_OTR-type_2
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>Gac_V1A_1

MEAPGNNTVHANGSDPYARNEEVAQIEIMVLCITFVVAVIGNVSVLLAMFNTKKKMSRMH
LFIKHLSLADLVVAFFQVLPQLCWKITFRFYGPDFLCRIVKHLQVMGMFASTYMMVMMTL
-IAICHPLKTLQQPTQRSYIMITSTWMVSLLLSSPQFFI FSLSETIKNGSNVSDCWAHF
VEPWGAKAYITWITVGIFLVPVVILMLCYGFICHSIWKNIKYKKTKSTAGSANRNGFIGK
NSVSSITTISRAKLRTVKMTLVIVLAYIVCWAPFFTVQMWSVWDDNFQWADSENTAVTLS
ALLASLNSCCNPWIYMIFSGHLLQDFVHCFSCCSKMTTDFKKEDSDSSVRRTTLLTKMTN

RSPTGSSNWRELDNSPKSSIQAELTCN*

TMHMM posterior probabilities for Gac_V1A-type_1
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>Gac_V1A_2

MPFPSESSCNATGGDCSEGPGALGGGNGTDPFGRNEEVAKLEITVLSVAFVAAVAGNVSV
LLAMRRTRRKXSRVHLFMRHXSLADLVVAFFQVLPQLCWEVTFRFSGPDPLCRVVKHLQV
MGMFASTYMMVMMTV-IAICHPLQTLQQPTRRAHVMIGSSWACS LALSLPQYFIFSLS
EVHPGSGVYDCWGHFVEPWGLRAYITWMTVGIFLVPAAVLVFCYGLICRTIWRNLKYKTR
RRPAEAPGTGALSRSSVSGVGNISRAKLRTVKMTFVIVLAYVVCWAPFFTVQMWSVWDKS
FSFADSESTTVTLXALLASLNSCCNPWIYMVFSGHLLSDLPCCRRLAGTMRLQDSDSSLR

RSTLLSRLQAPRLSDPPPGNSTHIPHAS*

TMHMM posterior probabilities for Gac_V1A-type_2
1.2

probability
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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

RDPGLARAETAVLGVVLALTTLGNSFVLWVLLRRRKYNAPMHVFMVNLCVADLVVAVFQV
LPQLIWDITGRFQGPDFLCRTVKYLQIVGMFAS PYMIVAMTV-QAICCPLQAYRGGSM
SRWNTPVMVAWGLALVLSIPQVFIFSRSEVSAGEFDCWGRFAEPWGLKAYITWMTVAVFV
LPALIITICQIRIFREIHKNIYLKSERQTLSGSDSLNLFTAYEVDSGSPRCSIDYTRPPP
PASPPPSITKAMSKTVRMTLVIVLVYTICWSPFFIVQLWAAWDPNPASHTGVAFTILMLL

ASLNSCTNPWIYTAFSSSVSRELQNLLQCRSRSGRRGSLPDDSTATHTSTTKDSLC*

TMHMM posterior probabilities for Gac_V2A-type_1_unsolved
1.2 ‘
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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
VLPQLVWDAKGLFPGPDFLCRLVKYLQVLGMFSSSYMIVAMTM-YAICCPLLAHRSVA
TQRWNSFILLAWGLSLLLSLPQVFIFSRSETAPGVFDCWGNFAESWGLKAYVTWMTLAVF
TILPAFAITVCQVRIFKEIRNNVYLSERRLSPAPLSPARRDSQRGGGGGGSGGSSSLSVCV
SPPALNRSSSDTSFDPEPTGLTLPMGPLHREIHGAPSAAFGPPPRGPAAGGRGVSAAMSK
TVKMTLVIVLVYSLCWAPFFSVQLWAAWDPNPPQNGAVFTLLMLLASLNSCTNPWIYSAF

SSSVSLELRLLLLCRTNSKRRSSLPSDSTTTHTSNY*

TMHMM posterior probabilities for Gac_V2A-type_2_fragment
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>Gac_V2B_fragment

RDESLAKLETALLSVVFIGAAILNTSLLLVLWGQRKHMSRMRVFVFHLCLADLVVAFFQV
CPQL IWDITDRFVGPDPVCRLVKYLQVLGMFSSTYMIVAMTV-QAVCNPMVKFQRSHT
GLNVPVCSAWGVSLLGSFPQIFIFSQIEVAPGVFDCWATFVQPWGLQTYITWTTLVIFIL
PVITVVFCQVRICRAIQMNLHQKTAGLQGRAGHPAPSRGSGVAGMSKARVKTLKMTVVIV
VAYIVCWAPFFTVQLWSAWDTNAPKETATFTVLMLLASLNSCANPCIYLLFSGQFPKKMR

TFLWQWRPNGKDSIREEATMVSTLYMSFKNVSEAN*

TMHMM posterior probabilities for Gac_V2B-type_fragment
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>Gac_0TR

MESISNESDFWQFNESWRNSSVDNGTGWSNQTNPLKRNEEVAKVEVAVLALVLFLALTGN
LCVLLAIHTTKHSQSRMYYFMKHLSTIADLVVAIFQVLPQLIWDITFRFYGPDMLCRLVKY
LQVVGMFASTYMLVLMSV-LAICQPLRSLHRRKDRVYVICSWVLSL LFSIPQMFIFSL
TEVGSAGSGVYDCWGDFVKPWGAKAYITWMSLTIYITPVVILSICYGLISFKIWQNFKLK
TRREQCISLTPKTSKCNTLTRVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWT

AWDSAAPREALPFITISMLLASLNSCCNPWIYMCFAGHLFQDLRQNFLCCSTRYLKSSQCS

CERDFDSSHKSNSSTFVIKSTSSQRSITQTSTT*

TMHMM posterior probabilities for Gac_OTR-type
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>Gac_V2-like

MGSRSNSSEKATTEEGDVYGRFALVKAGILGLVFLLATCGNIFFLCILWKRRKRNTKTQL
FLLHLCLADLVVAFFQVLPQFLMEITHRFRGTDFLCRLVKYLQVVGMFASTYMIVAMTII
.HAVCRPMVSFLKGS FRRYLSIGAAWLISLAFSAAQISIFSLQEVQENQYECWATFIEP
WGSRIYITWITMSVFVIPAVIVLYCQIRICTTIYFNMKRKALQAVRAGTKGVSKGVSSAM

LKTVKMTFVIIMTYTVCWSPFFVVQLWSAWSPSSTPTQGPVFATIMLLASLNSCTNPWIY

LYYS*
TMHMM posterior probabilities for Gac_V2-like
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>Tru_V1A_1

MHTPDYALLLNGVNGSLVSRPIELNMGTSGNSTELLNSNGSDPFARNEEVAQIEIMVLSI
TFVVAVIGNVSVLLAMHNTKKKISRMHLFIKHLSLADLVVAFFQVLPQLCWEITFRFYGS
DFLCRIVKH LQVMGMFASTYMMVMMTL-IAICHPLKTLQQSSQRSYIMI ISTWMCSLA
LSTPQYFIFSLSEIEKGSEVYDCWAHFIEPWGAKAYITWITVGIFLVPVTMLMMCYGFIC
HSIWKNIKFKKRKGTTGAATKNGLIGKNSVSSITTISRAKLRTVKMTFVIVLAYIVCWAP
FFTVQMWSVWDENFQWADSENTAVTLSALLASLNSCCNPWIYMIFSGHLLQDFVHCLPCC

VKMNTDFKKEDSDSSLRRTTLLSKMTNRSPTASSGNWRELDNSPKSSNEVE*

TMHMM posterior probabilities for Tru_V1A-type_1
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>Tru_V1A_2

MLLSNSTEEPGANLSRNHTDPFGRNEEVAKIEIGVLSLTFVAAVLGNVSVLLATHRKPSR
VHLFMKHLSLADLVVAFFQVLPQLCWEVTFRFYGPDFLCRIVKHLQVLGMFASAYMMVMM
TL-IAICHPLQTLQRPAQRAYVMIGGTWAGSLALSAPQYFI FSLSEVSPGSAVYDCWG
HFVEPWGLRAYITWMTAGIFVVPVAALVFCYGFICRTIWKNLKCKTQRKSVEAVAEATGA
GILGPCSVSSVSTLSRAKLRTVKMTFVIVLAYVLCWAPFFTVQMWSVWDHTFSWDDSEST
AVTLSALLASLNSCCNPWIYMLFGGRLLSDCAGSLPCCSRLGRRFTRRHSDCSLRGTTLL

SRLQGPRLSEPLALTGSLEVPPVS*

TMHMM posterior probabilities for Tru_V1A-type_2
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>Tru_V2A_1

MESFGEESDWDGMALSVTTRRNNLSLSSLLVTGLNSINSSHSGGSYFGVFPENGSTATPH
TLSQPQVRDLNLARAETAVLSLVLALTTLGNSFVLWVLLRRRKYNAPMHVFMVNLCVADL
VVAFFQVLPQLIWDITERFRGPDL LCRSVKYLQIVGMFASSYMIVAMTV-HAICCPLQ
AYRGGAVSRWNTPVMVAWGLALVLSLPQVFIFSRSEVAPGEYECWGHFAEPWGLKAYVTW
MTVAVFLLPALIITICQIRIFREIHNNIYLKSERMVVAELKKNEIFFRFHGFKKEDERAR
ERGRRASGGGGREGRGGHAVKGVNNNPHNNSNNSGAPPTVQHSSCHGDHATTSAAPVQQQ
QILNGSDCPESYTSYGITPGSPRCSIDYAPPHSPSIPPPSITKAMSKTVRMTLVIVLVYT
TCWSPFFIVQLWAAWDPNSPDQGVAFTILMLLASLNSCTNPWIYTAFSSSVSRELQNLLH

CRPGPGRRGSLPDDSTTTHTSTTKDSLY*

TMHMM posterior probabilities for Tru_V2A_type_1
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>Tru_V2A_2_unsolved

RQRDAALAVAEVVLLAVILVMALLGNGLVLVVLLRRKRRHNPLHQFMLNLCVADLVVALF
QVLPQLVWDAKGRLPGPDILCRLVKYLQVFGMFASSYMIVAMTM-YAICCPLQAHRSG
ATHRSTSYSALAWGLSLVLSLPQAFIFSRSEVAPGVYECWGNFAESWGLKAYVTWMTLAV
FILPVLITITACQVKIFVEIHNNLYLKSKRRLSAAPRPTGRGGAGGAGGAGGGGGGAAGAG

GAGAAGGAAAGGGGGAAGGGGGAGGGRRSVLSRHASALVTAALSKTVRMTLVIVLVYSLC

WAPFFSVQLWAAWDPDPPQNGAVFTLLMLLASLNSCTNXWIYSAFSNSVSPELRLLLLCR

RRPRRRGSVPAEFSATHSSSS*

TMHMM posterior probabilities for Tru_V2A-type_2_unsolved

1.2
g N BN e
1 [ﬁ\ N
‘x ‘\ |
_ 08 | ‘ \ |
= | \ |
g o6 ‘ | N
& \ \
04 r !
| |
‘ ‘ ‘
0 = ‘ A‘ alll m ,,,,,,,,,, ‘ ..‘ hx i ||. .|| _____ ||||| |||||||..h|“|| i
50 100 150 200 250 300 350
transmembrane inside outside

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
QVVGMFASTYMIVAMTI-QAICKPMVT FQKRRARCNGPVCAAWCVSLVGSLPQIFIFS
RVEVAPGVYDCWAQF IKPWGLRTYVTWTTLVIFVLPILTVTVCQVRICRTVNLNFHMKTH

HNGEVVSRPPSSRASNVAGVSKARVKTLKMTVVIVVAYVICWAPFFTVQLWSVWDDEAPT

HTATFTILMLLASLNSCANPCIYLLFNGSCSTGSCPTGC*

TMHMM posterior probabilities for Tru_V2B-type_fragment
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>Tru_OTR_1

METVANESDFWLCNTSCRDPGVANETVLSNQTNPLKRNEEVAKVEVTVLALVLFLALAGN
LCVLLATIHTTKHSQSRMYYFMKHLSTADLVVAIFQVLPQLIWDITFRFYGPDILCRLVKY
LQVVGMFASTYMLVLMSV-LAICQPLRSLHRRKDRFYVI FSWGLSLVFSVPQMFIFSL
REVGSAGSGVYDCWGDFVKPWGAKAYITWISLTIYITIPVAILSVCYGLISFKIWQNFRLK
TRREHCVSMTPRTAKDNTLTRVSSVKLISKAKITTVKMTFVIVVAYIVCWTPFFSVQMWS
AWDPSAPREATPFIISMLLASLNSCCNPWIYMFFAGHLFQDLRQTFLCCSPRYLKSPQSQ

CEREYDSSHKSVSSNFAIKSTSSQRSVTQTSTT*

TMHMM posterior probabilities for Tru_OTR-type_1
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>Tru_OTR_2

MGELLREQSACLLNVSWNNPNVSHGNDTVNPLKRNEDVAKVEVAVLVLVLLLALTGNLCV
LWATHATKHSQSRMYFFMKHLSIADLVVALFQVFPQLIWDITFRFYGSDVLCRLVKYLQV
VSMFASTYMLVLMSV-LAICQPLRLVDRKKDRLYVFASWMLSLI FSTPQAFIFSLKEV
GSGVYDCWGDFVQPWGTKAYITWMSLSIYITIPVAILCVCYGLICFKIWKNFNVKTSRDRF
LALTAGPSKCAHPLSRVSSVRLISKAKIRTVKMTFVVVLAYVVCWTPFFSVQLWSAWDPA
APREDMAFITIAMLLASLNSCCNPWIYMFFAGHLFQDLRRGFSCCCKRDATASSCSCNQRC

RHKRNSSTCVMKNTSSQRSLTHTCSTGGL*

TMHMM posterior probabilities for Tru_OTR-type_2
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>Cmi_AAVX01540401
MGVTETSGWDWGIWNFTRAGVSLSRLQNESFTKSRNKTDPFGRNENLAKTEISVLGITIFL
VAVIGNLSVLMALYKTKKKMSRMHLFIKHLSVADLVVAVFQVLPQFIWDITYRFNGPDFL

CRIVKHLQVLGMFASTYMMVMMSVBRSIAI CHPLKTLQQATK

TMHMM posterior probabilities for Cmi_1_AAVX01540401
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>Cmi_AAVX01098033

QWPNQTAAKPTQRSADFLLSRDEELARAEISVLAAVLIVAVAGNLAVLTALCRMKRKLSR

THLFVLHLALTDLCVALFQVLPQLCWEITYRFQGPDALCRSVKYLQVVGMFASTNMLLVM

TA-LAVCHPLRTFQQPVRQVYVMIGAAWL LSCVLSLPQVFIFSLREVDEGSGVYDCWA

VFDVSWGAKAYITWTTASIFILPVLVLALCYSLICLEICRNLRWKSAGSEGEGRPGGEMG

PGRVSSIKSMSRAKIRTVKMTFVIVLAYVVCWSPFFSVQMWSVWDLAAPDD

TMHMM posterior probabilities for Cmi_2_AAVX01098033
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>Cmi_AAVX01084300

HIAVLLAIHSNRHKPSRMYFFVKHLSIADLVVAVFQVLPQLIWEITFRFHGPDFLCRIVK
YLQIVGMFASTYLLIVMSI-LTICQPLKSLHQRSNSMYVISSWVISLAFSIPQIFIFS
FREVGPEVYDCWADFIQPWGAKAYITWITVSVYIIPVLILTVCYGLISFKIWQNVKLKTR

RETKTPQGGSMLARVSSIKITSRAKIRTVKMTFVIVLAYIICWTPFFYVQMWTAWDPHAP

KE

TMHMM posterior probabilities for Cmi_3_AAVX01084300
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>Cmi_AAVX01207198

ALFQVFPQLFWDITDRFVG PDAICRLVKYLQIVGMLASTYMIVVMTI-QAICNPMVTF
QRKRARWNLPVCIAWCISLIGSLPQVFIFSKTEIYPGVFECWAHFIEPWGLKAYVTWTSM
VVFVVPALTLIVCQVRICRAIQMNLYSKTHQQSGESKKELKTWRASSVAGVSKARIKTVK

MTLVIVLVYILCWSPFFTVQLWSVWDPKAPRE

TMHMM posterior probabilities for Cmi_4_AAVX01207198
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>Cmi_AAVX01086900
TWANQPGMRSWPKRCSLLFLTAAVGNCLLIRSLWDRRKCMYAFLMHLSTADLVVAVFQVL
PQLVWDITEIFLGLDTLCRAVTYLQLVGMLASSYTL LVMIM.FQAVCYPMVTFQKRRTF

WNGATCTSWAMSLLLSLPQVFIXSKKEMAPGVLQCWANFIQPEVSRHL

TMHMM posterior probabilities for Cmi_5_AAVX01086900

1.2
. I . - 3 .
17 (ﬁ\\
— | \
08+t | q \
) | | \ ‘\
sl \ / \
S 06 | / \ |
o |
Q ‘ \ |
04r | | |
| \
| \‘ ‘
0.2t \ \
0 i } . | ‘
20 40 60 80 100 120 140 160
transmembrane inside outside

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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