
                                                        ●                                           TM1                               TM2                            
Mga_VDI61602    : -------------------MTSGFINTTSGMMNSTMSNNLSESIQGEME---------------SALAFERAIHLAVSIIFGIVVLVGFLGNLLVIIVVWSNTQMQNTTNILIVSLAFADLSFIIFCVPFTA :  98 

Mco_CAC5373169  : -------------------MTSGFINITSGMMNSTMSNNLSESIQGEME---------------SALAFERAVHLAVSIIFGIVVLVGFLGNLLVIIVVWSNTQMQNTTNILIVSLAFADLSFIIFCVPFTA :  98 

Cgi_XP_011438887: --------------------MLNGSYQNGTILQEQSGLDIS-----------------------AYLDFENFVKYFIPVIFGLLVLLGMIGNTMVIYWISFKEKLNQPTNILIFFLALADLLFVLSCVPYTA :  89 

Cgi_XP_011447302: -------------------MDAIYNASFTQNASNITGPDT------------------------SALLFESLVRIIIPTIFGLIVFLGLVGNLLVIIVVFSYKQMQNTTNILIVSLAFADLFFIIFCVPFTA :  89 

Cgi_XP_011447370: ---------------MEMSNIVGNLSNFTTMYPNTSCENLTLCNRTDEYLNME-----------AFLRFEHLVQIIIPMIFGLIVILGFVGNILVIFVVWSYKQMQNTTNILIVSLAVADLFFIIFCVPFTA : 106 

Cvi_XP_022315654: -------------------MDTIFNTTISSTSVSRNDSNSTNVDE-------------------SALLFERLVRIIIPTIFGLIVFLGLVGNLLVIIVVYSYKQMRNTTNILIVSLAFADLFFIIFCVPFTA :  94 

Mye_XP_021374964: -------------------MNESGSTAIPDNSSTAFPNDTFYDYEYWSS---------------EEENFLYLIKIVVSIVFSLIVLIGFVGNLLVIIVVFSNKKMQNTTNILIVSLAVADLSFIIFCVPFTA :  98 

Aca_XP_005097945: -------------------MEESNSLSDAYLIDPYPSENVNTTQEPMPNMTLQPARPNGT---VDALVFEHYVRIIVPTIFGVICLLGLFGNFLVIMVVIFNKHMRNTTNILILSLAVADLLFILFCVPFTA : 110 

Bgl_XP_013086272: -------------------MDSNGLADARLITPASDGVNTTVYPTNTTPTYPTG----------STNDFEWYVSIIVPTIFGLICVLGLFGNSLVILVVLCDKHMRNTTNILILSLAVADLLFILFCVPFTA : 103 

Obi_XP_014776263: --------------------MNWYESTAPNLFVNSSEETVWMIMYHNDSSGNSFGNTTII----ENNFAERLLKIIVPIVFGVIVTVGFIGNLLVIIVIISNKRMVNTTNILIFSLALADLCFIVFCVPFTA : 108 

Lgi_XP_009065272: -------------------MTESDE---------------------------------------RILQFEFIVRVTVPTIFGVIFLLGLVGNIVVILVVIGDKHMRNTTNILILNLAIADLFFIVFCVPFTA :  74 

Cte_ELT98433    : --------------------------------------------------------------------------------------------------------MRNSTNLLIINLAVADLLFIIICVPFTA :  28 

Pdu_AKQ63073    : -----------------MAAADTSTLDYPNHINASSSVDK------------------------DKQDFERLISIVVPVFFGLVCILGFIGNLLVIVVVLLIQKMRNTTNLLILNLAVADLLFIIICVPFTA :  91 

Dme_NP_001263042: -------------------MENTTMLANISLNATRNEENITSFFTDE-----------------EWLAINGTLPWIVGFFFGVIAITGFFGNLLVILVVVFNNNMRSTTNLMIVNLAAADLMFVILCIPFTA :  96 

Dme_NP_524700   : MAGHQSLALLLATLISSWPKASWGATGNGSIISVSNSSGNNYAFTSEHTDHSDHNANDSMEYDAESVALERIVSTIVPVFFGIIGFAGLLGNGLVILVVVANQQMRSTTNLLIINLAVSDILFVIFCVPFTA : 132 

 

                 

                                            TM3                      TM4                                                  TM5                                                                                       
Mga_VDI61602    : TKYVMSTWPFGTLWCKISSYLMYVCAFASVYTLVLMSLDRYLAVVHPITSMKIRNRKNANFLVILTWIVILGSNLPAAFEFHV-IEYQFYD-RNRSTCILEQ----NLSVGRRFHGCFFAFGYVLPLTLICV : 224 

Mco_CAC5373169  : TKYVMSTWPFGTLWCKISSYLMYVCAFASVYTLVLMSLDRYLAVVHPITSMKIRNRRNANFLVVLTWIVILGSNLPAAFEFHV-LEYKFYE-SNRSTCILEQ----NYSVARRFHGCFFAFGYVLPLTLICV : 224 

Cgi_XP_011438887: VHYALSEWPFGNIWCKVVNFTTHVCAYASVWTLVLLSLDRFLAVVHPTASKKIRTRRNTFLIVYATWAIIICGNIPVLLQFGV-IRYQWEG-FDRSACLNLA-GVYNKLVLKVFYGCFFIFGYAFPLTLICT : 218 

Cgi_XP_011447302: TLYALPIWPFGDIWCKIVNYLMYVCAYASVWTLVLMSFDRYLAVVHPISSMRFRNTRNACILIVLTWFIFSVGHIRLLLQYRM-HEYEYSG-ANRSSCINSE-----EDTLPLFHACFFAFGYVIPLLITCV : 214 

Cgi_XP_011447370: ASYAMWIWPFGDIWCKIANYLMHVSAYASVWTLVLLSLDRYLAVVHPIPSMRLRNRRNTYLLVYITWTFICCGNVPIFLQYGV-VYYNWMG-FQRSACLNLD-GMRNKMKQKVFYVCFFAFGYMIPLMLICL : 235 

Cvi_XP_022315654: TLYAMPIWPFGDIWCKIVNFLMYVCAYASVWTLVLMSFDRYLAVVHPISSMRIRNTRNAYILIALTWSIFSIGHIRLLLQYDE-LEYEYGG-ENRSICHNVE-----KETLPLFHACFFAFGYVIPLLITCV : 219 

Mye_XP_021374964: TTYTMSRWPFGDVWCKIVQYLTYVCAYASVYTLVLMSLDRYLAVVHPITSMRIRTSRNTYIMVYLTWIIMLGGNIPVIFEFSH-KEFG-DN-SNRSSCVDIDFFKADYLSSQPFYGCFFAFGYVIPLTLTSI : 227 

Aca_XP_005097945: TGYALPVWPFGDIGCKVQSYAMYVCAYASVYTLVLMSLDRYLAVVHAIRSMTWRSERNTWFAIAVVWIIILCGNTPLLVQFGE-KRYVYEKVENRSACLNLV-DLEDASVGKAFFGCFLFFGYIIPLGVTVL : 240 

Bgl_XP_013086272: AGYALPVWPFGDIGCKVAQYAMYVCAYASVYTLVLMSLDRYLAVVHAIRSMTLRSERNTWIAILIMWIIILCGNTPILLQYGE-HHYDHDG-QNRSACINVA-DLAEGNHNKAFFGTFLFFGYVIPLGITVV : 232 

Obi_XP_014776263: AKYVIPRWPFGKVWCKIMQYLTYVCAYASVYTLVLMSFDRYLAVVHPIRSMTIRTEKNCLIMVIIVWVIILAANAPLLIQFDL-LVYVYHG-EQRQSCVNTA-ASEDPMLNIIFYVAFFVAGYVIPLTLVCI : 237 

Lgi_XP_009065272: SGYAIPFWPFGNIWCKVVQYMINVCAYASVYTLVLMSLDRYLAVVHAIRSMRYRTERNTSIAVILTWVVISVCNIPLLLMYEE-YPYEHFN-EKRSACLNVE-ELKNANVGRMFYGVFFAFGYILPLGAVCV : 203 

Cte_ELT98433    : LNYATHWWPLGRIFCKVYQYSINVTAYASVYTLVLMSLDRYMAVVHPISSMTIRTEHNTSIVIVLSWILIVSVNIPVVFEYEV-FLYEHNG-EERTACVPPRFTHEELHYGRIFYGCFFVFAYVLPLTLVCI : 158 

Pdu_AKQ63073    : ELYAMPVWPFGNVWCKLYQYLINVSVYVGAYTLVLIAIDRYIAVVHPFKAITISTKKHCCGIICFVWFIICIFNTPILYHYSE-FHYVYNN-EQRSTCLMVS-SLENQNAGKVFYGCFFAFCYVIPLTMVCV : 220 

Dme_NP_001263042: TDYMVYYWPYGRFWCRSVQYLIVVTAFASIYTLVLMSIDRFLAVVHPIRSRMMRTENITLIAIVTLWIVVLVVSVPVAFTHDVVVDYDAKKNITYGMCTFTT---NDFLGPRTYQVTFFISSYLLPLMIISG : 225 

Dme_NP_524700   : TDYVLPEWPFGNVWCKFVQYMIVVTCHCSVYTLVLMSFDRFLAVVHPVTSMSLRTERNATLAIMCAWITIVTTAIPVALSHSV-RIYQYHG-NAGTACVFST--EEEIWSLVGFQVSFFLSSYVAPLTLICF : 260 

                                                        ***       

                                                                                                                                                             

                                                          TM6                      TM7   
Mga_VDI61602    : LYGFMLKRLLYGVVPGG-SQRAESIRSKKRVTKMIIIVVGIFALCWLPIQIMFLVQYFGHFEATPI-TFGIQMTANCLAYMNSCVNPILYAFLSENFRRSFRKLLCCKGQVSTKFEYERTHAPRGADKETKE : 354 

Mco_CAC5373169  : LYGFMLKRLLYGVVPGG-SQRAESIRSKKRVTKMIIIVVGIFALCWLPIQIMFLVQYFGHFEANPI-TFGIQMTANCLAYMNSCVNPILYAFLSENFRRSFRKLLCCKGQVSTKFEYERTHAPRGADKETKE : 354 

Cgi_XP_011438887: LYGSLVKHLRLG-TPLSLRRHRRSMRAKRQATRMIISFVVAFALCWLPIHAMLITKNFIDFEATIG-FTAVMMFANCLAYINSCINPILYVFLSEKFQVNFRSCLS----NSRSWTCNKKDQPRGGRLETV- : 343 

Cgi_XP_011447302: LYGFLLKRLLYGVVPGG-SQRAESIRSKKRVTRMIIIVVVVFAICWLPIHISFMIQYLGPDYEASIVNTSFMMTANCIAYMNSCMNPILYAFLSENFRRSFKNLLCCKRERNNKFEYERTHA-RGHEKDQKH : 344 

Cgi_XP_011447370: LYGFLLKRLLYGVVPGG-SQRADSIRAKKRVTKMVVIVVLIFALCWLPIQVIFLVQHFDPDYELTTETSSINMAANCLAYMNSCVNPILYAFLSENFRRSFRRLLCCLPEPCSKYAHEKTNV-RGME--TRD : 363 

Cvi_XP_022315654: LYGFLLKRLLYGVVPGG-SQRAESIRSKKRVTRMIIIVVVVFAICWLPIHIHFMIQSFDPYYEANILNTSFLMTANCIAYMNSCMNPILYAFLSDNFRRSFKNLLCCKRERYNKFEYERTHA-RCHEKDQKE : 349 

Mye_XP_021374964: LYGFMIKRLLYGVVPGG-SQRPDSMRSKKRVTRMVVIVVVIFAICWLPIQIIFVLISFGHVGMDSKFFVGTLIASNCLAYMNSCVNPVLYAFLSENFRRSFRRLLCCASDPLSKFEYERTNV-RGIEKESKE : 357 

Aca_XP_005097945: LYSLMLKRLLYGVVPGGRNQSAESIRAKKRVTRMVVIVVVIFALCWLPIQIILFWQKFGNYPMHAT-YIGTMMAANCLAYMNSCVNPILYAFLSENFRRSFRKFLCC-SETSRRMDYERTNV-RFTTCEKE- : 368 

Bgl_XP_013086272: MYGLMLKRLLYGVVPGGGNQSAESIRAKKRVTRMVVIVVVIFAICWLPVQVILFYRYILEYVMSEI-FVGIMMAANCLAYMNSCVNPILYAFLSENFRRSFRKFLCC-TESSRRMEYERTNI-RFTVTEKE- : 360 

Obi_XP_014776263: LYGFMLRRLLFGITPR--NQSAESIRSKKRVTRMIVIVVILFAICWLPIQIIFMLHSAGVYATNTT-NFWIHLIANCFAYANSCMNPILYAFLSDNFRKSFRKLLCCSSPALSTYDYERTQI-RGSMSTRR- : 364 

Lgi_XP_009065272: MYGLMLKRLLYGIVPGG-NQSAESVRAKKRVTRMVIIVVVLFAVCWLPIQVILVIQKFGTYPTDIF-YIGLQMASNCLAYMNSCVNPILYAFLSENFRRSFRKVLCCFSPQIRKNTYERAST-RIVDEKTKN : 332 

Cte_ELT98433    : LYGFMLKRLLYGVVPGC-QQSAESMRSKRRVTRMVIIVVLIFALSWLPLQIVLMVQYFGSVPNSEFTFYAIKMASNCLMYANSCVNPFLYAFLSENFRKSFVRLLCCG----NMADYQNHQ----------- : 274 

Pdu_AKQ63073    : IYGTMLKSLLHGAFPQD-CKSAKNLQSERRVTKMVFCVIAVFAISWLPLQAIFMNQHFGTYPYSKA-NLAVKIASTCLAYMNSCMNPVLYVFMSKNFRKSFSKILSLGRVKFARNGDSKRSS-KGVTMETD- : 348 

Dme_NP_001263042: LYMRMIMR-LWRQGTGV-RMSKESQRGRKRVTRLVVVVVIAFASLWLPVQLILLLKSLDVIETNTLTKLVIQVTAQTLAYSSSCINPLLYAFLSENFRKAFYKAVNC-SSRYQNYTSDLPPP-RKTSCART- : 352 

Dme_NP_524700   : LYMGMLAR-LWKSAPGC-KPSAESRKGKRRVTRMVVVVVLAFAICWLPIHVILVLKALNLYGGSHL-SVIIQIISHVVAYTNSCINPILYAFLSDNFRKAFRKVVWCGSPPPLMTNQQVTKTTRTATGNGT- : 388 

                                                                                                   **  ** **                # 

                                                                               

 

Mga_VDI61602    : MLLNN----LNHTNNEV----------STKDKNCNTENTVT------------- : 381 

Mco_CAC5373169  : MLLNN----LNHTNNDC----------STKDKNCNTENTVT------------- : 381 

Cgi_XP_011438887: ---------IINCNKEI--------------NDTKITDIV-------------- : 360 

Cgi_XP_011447302: TLLNNATKPLDVTSKECLLNNTLKITENGKDSNSNSENELEMRTVITICNTQDE : 398 

Cgi_XP_011447370: TLLNNG---SSKSKSE-----------NGKDKNCNVGECVELKALTEL------ : 397 

Cvi_XP_022315654: TLLNNATKPSNVNSKECLLNTTTKIAGNEKDSNCNSESALEMKTVITICN---- : 399 

Mye_XP_021374964: TLLNN----TTKTVTNC-----------SKDKNSNSENALPLQTLNKI------ : 390 

Aca_XP_005097945: ------------TVNTC-------------VSNNKTYTPV-------------- : 383 

Bgl_XP_013086272: ---------TTSTKQTC-------------VNNSKTYTPV-------------- : 378 

Obi_XP_014776263: ------------------------------------SEAV-------------- : 368 

Lgi_XP_009065272: TTV---------------------------PGKLNNENNV-------------- : 345 

Cte_ELT98433    : ------------------------------------------------------ :   - 

Pdu_AKQ63073    : ------------------------------------EEGV-------------- : 352 

Dme_NP_001263042: -----------------------------------STTGL-------------- : 357 

Dme_NP_524700   : ----------------------------------SNIEML-------------- : 394 
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                                                                                    ●   ● 

Mga_VDI58805     : --------------------------------------------------------MTENATGNPNGTPPF---------------------------------MNLRMMTP-------I-EYAVPINGYFS :  35 

Mco_CAC5393141   : --------------------------------------------------------MTENATGNPNGTPPF---------------------------------VNLRIMTP-------I-EYAVPINGYFS :  35 

Cgi_XP_011423218 : -----------------------------------------------------------MEGEEDFFFPNM------------------------------TMPFHMAFVYP-------I-PQAFFINGFVS :  35 

Cvi_XP_022371311 : ------------MSST------------------------------------KLEFSNNVSAMAEYNNTDF------------------------TRRRQLRDGRNLKILEP-------GQTYIVPINGIVS :  53 

Cvi_XP_022321887 : -----------------------------------------------------------MEGLEDFLLPNM------------------------------TXPFHIAFIYP-------I-PEAFFINGFVS :  35 

Mye_XP_021368937 : --------------------------------------------------------MAEEIQMDNNSFENV--------------------------TTDAPFLLDLTVSFP-------I-RYAVPLLGYFS :  42 

Aca_XP_005107230 : -------MASYTSLNTSSVSESLGQCTRLCVQLCIRGRLSSPPNMSRSQYLMECVMVLCSIAYGPNDTLSLIESEQALMA----SNESAILPADTMECNTEDRAIRLKDDFP-------K-EYSVPINGYAS : 113 

Lgi_XP_009055372 : ---------------------------------------------------------------------------------------------------------------P-------E-NYSVIINGYIS :  13 

Obi_XP_014770415 : -------------------------------------------------MSVTSDYLMKEEMTNTDSSTDW----------------------------ETTSPSILRNTYPFIIKRESIDEIAVPILGYIA :  55 

Cte_ELT95205     : MTTTAAAAVAKMNDSVAFTPSH------------------------------SPLASTDEAYRNQSLYPDY-----------------GFHGCVNVSQNISCTPFHLETDRA-------FTRYSVVVYGFVS :  78 

Pdu_AFV92892     : -----------MMEVS------------------------------------YSNGNESESIFSHNETSTM--------------------GDALSNNSESEEAFNLQLLMN---------DYSLTAYGYIS :  56 

Dme_NP_001284892 : MDNYTDVLYQYRLAPSASPEMEMELADPRQMVRGFHLPTN------------ESQLEIPDYGNESLDYPNY----------------QQMVGGPCRMEDNNISYWNLTCDSP-------L-EYAMPLYGYCM :  96 

Aga_ABW86945     : MIEKNNFKSYHLFRGDQYLSNMIEPKKNRAPIILFNSPHMATYYYFNESTPLSSQIFFPKESSENYNTTGINTSTSYTVHMNELNNDSTYSYYNCLASEGNTSYLNVSCETI-------L-NYSIPLYGYCI : 124 

Tca_NP_001106940 : -------------MGE-----------------------MAS----------NSTLIFPNQTYANETVPNV-------------------------TSVEKVQYINITMEMP-------I-AYAVPLYGYVM :  53 

Mga_VDI58842     : --------MRHNTEAN------------------------------------QTAQQLDMINTTMNLSSNV--------------------------------SSGLHVLPD-------LKGYLVIVNGYVV :  49 

Mco_CAC5421131   : --------MKHNAEAN------------------------------------QTAQLLDMINKTMNLSSNF------------------------------STEIGLHVLPN-------VKGYLVIVNGYVV :  51 

Cgi_XP_011424701 : ------------MEGS------------------------------------MQKTDMFLGNISSLNQPNL-------------------------SFAAANGSFEEDKMKP-------P-EYVRIINGFVI :  51 

Mye_XP_021378058 : -----------------------------------------------------MAVNLSLEFRSQNNISDE--------------------------------STNVTAMTD-------DNSYLIIINGYVV :  40 

Mga_VDI06072     : --------------------------------------------------------------MENNSTGDF---------------------------------FCRANNYP-------A---GFWIYGVIC :  27 

Mco_CAC5422180   : --------------------------------------------------------------MENNSTVDF---------------------------------YYRANNYP-------A---GFWIYGVIC :  27 

Cvi_XP_022346186 : ------------------------------------------------------------MNASQNGTLSN------------------------------ETVLCLSFPYP-------A---SFEIYAVLC :  32 

Mye_XP_021378058 : -----------MAVGD------------------------------------YQDFRPESGNTSSNITVNL--------------------------KGNFENETCLPHAYP-------F---AFGVYGVLC :  49 

                                                                                                                                                       

                       

                             TM1               TM2                         TM3                      TM4 
Mga_VDI06072     : PILICFTVVTNILVVVVLLKKHMRTPTNAILAGMAVSDMFTGLIPLPVFIYFFSLG-NYREKVPLNWCV-IYVYFGEYIPTIFHTASIWLTMALAIQRYIYICHSFQARKWCTMQNVLLGTAIIYAIATLAQ : 165 

Mga_VDI58805     : PILICFTVVTNILVVVVLLKKHMRTPTNAILAGMAVSDMFTGLIPLPVFIYFFSLG-NYREKVPLNWCV-IYVYFGEYIPTIFHTASIWLTMALAIQRYIYICHSFQARKWCTMQNVLLGTAIIYAIATLAQ : 165 

Mga_VDI58842     : PFLIFFTLVTNIFVVLILLRRHMRSPTNAILAAMAISDTFTGVTPLPVFVHFFSLE-NYHDFVEYHWCY-IYRYLGELIPTIFHTASIWLTVTLALQRYVYICHTAAARRFCTIQNVIFATFIIYMLAILSQ : 165 

Mco_CAC5422180   : IIFIFVTIVTNILVMLVLLRKHMRSPTNIILSAMALADMLTGLFPLPTYFYFFTLG-NYDEYPPFDWCY-VYKLFSVYLPLIFHTSSIWLTVFLAILRYIYVCHTDTARKFCTLPNVIKATVGIFVVAALTQ : 183 

Mco_CAC5393141   : PILIFFTLVTNVFVVLILLRRHMRSPTNTILAAMAISDTFTGVTPLPVFIHFFSLD-NYIDFVEYHWCY-LYKYLGELIPTIFHTASIWLTVSLAIQRYVYICXTAAARRFCTIQNVIVASVIIYVLAILSQ : 165 

Mco_CAC5421131   : PVLILITLVTNTLVVIVLLKKHMRSPTNAILAGMALSDMFTGLFPLPVFLYFFGLG-NYKEYIPYKWCY-TYKYMSELIPTIFHTASIWLTMALAIQRYIYICHSFKARKWCTITNVLYGTLAIYVIAILSQ : 172 

Cgi_XP_011424701 : PVLIFLTVINNLLVCIVLLKPHMRSPTNAILVAMALSDMFTGIFPAPMFIHFFATE-RFDEWMPYEWCF-PFRVLHQYIPTIFHTASIWLTMALAVQRYIYVCHSFKARTWCTVDNVVKGTIAIYVVATLTH : 243 

Cgi_XP_011423218 : PILVFLTIINNSMVCIVLLKRNMRSPTNTLLVGMAISDMLTGVFPLPIFLEFFATD-RLKEFTPYSWCN-AYKYLAELLPTIFHTASIWLTMALAIQRYIYVCHSFKARTWCTIPNAIKGTIAIYVVAILSQ : 143 

Cvi_XP_022346186 : PPVAVITIITNSLVVIVLMKRNMKSPTNCVLIGMALSDMFTGVIPMPLYLYFYAAG-YYQDYVP-NWCCRIYHVFTLYIPTIFHTASIWLTLTLAIQRYIYICHSFRARTWCTINNVIKGTVAIYFIAILFH : 185 

Cvi_XP_022321887 : PALVIFTLMTNSLVCLVLIKKHMRTPTNVMLLAMAVSDMLTGVWSVPCFIYFYTLG-HYHDWVPYDWCM-PYLVLYEYMPTVFHTASIWLTVALAVQRYIYVCHSMKAKRWCTIPNAIKGVLLIYALAFASQ : 208 

Cvi_XP_022371311 : PILAVINVITNSLVCIVLLRQNMRSPTNTILLFMALSDMLTGVVPVPAFVHFYTLG-HYEDWVPYNWCF-AYNAITEHIPTMFHTASIWLTMALAFQRYVYVCHSLKAKQWCTIPNVLKSVLVIYIISVLCE : 186 

Mye_XP_021378058 : PFLLIITIISNSLIVLVLSKKSMATPTNFVLMGMAICDMLTVIFPAPGLWYMYTFGNHYKPLHPVSMCL-AYSIFNEIMPAMCHTISVWLTLALAVQRYIYVCHAPMARTWCTMPRVRRCTAYIALLAFLHQ : 227 

Mye_XP_021378058 : PFLLLVTLTANSLIIIILNKRSMASPTNCILMAMALCDMFTLLFPAPGLIYMYTFGNHYKPLSPLIACY-VWNALNEILPAMCHTASVWLTLALALQRYIYVCHAP-ARNWCTIPRVKKCIGYICATAFLHQ : 254 

Mye_XP_021368937 : PFLLIITIIANTLIVVVLSKRQMRTPTNVVLMAMALCDMFTVLIPAPWLIYMYSFGNHYKPLWPISLCY-AWFVMHEVIPNMFHTASIWLTLALAVQRYIFVCHAPLARKLCTMSNVYKCLIYILVIAALHQ : 184 

Aca_XP_005107230 : PILAIVVLIANVIVILVLRRQQTYGASQAGLVSVAISDTLTLLLPAPFYFYQYALH-HY--YVDYVLCE-PVDWISIYLPTITHTASIWLTVLLTAQRYLYVCHPFVARELCTLRNTTISIAITYVIACLTH : 177 

Lgi_XP_009055372 : PILAIVVLIANVIVILVLRRQQTYGASQAGLVSVAISDTLTLLLPAPFYFYQYALH-HY--YVDYVLCE-PVDWISIYLPTITHTASIWLTVLLTAQRYLYVCHPFVARELCTLRNTTISITLTYVIACLTH : 179 

Obi_XP_014770415 : PVLAVVILITNAVVIAVFKRQKTYGASQAGLVGVAVSDTLTMLFPAPFYFVEYCL--QY--QIPCEFVS-LKNWISLFLPTITHTASIWLTLLLAIQRYMYVCHPFTARKICTLRNTTVMIILTYILAILMH : 178 

Cte_ELT95205     : PALAIVVLLTNAVVIAVLRRQQTYGASQAGLVGIAVSDTLTLVLPAPFYFYSYGLG-NY--AIQFGWCQ-AMDWIALYLPTISHTASIWLTVYLTLQRYFYVCLPFKARGWCTLRYTIICIVLIYLMAVVVH : 168 

Pdu_AFV92892     : PIISAFTLIFNMLVIVVFLKRKMRSPTSALLIGLAVSDILAANVINISFVYVHGFL-DVTKPLPYPMCI-IYNVTAKLAPSF-HTTSVWITTALGIQRFIIVAFPMQGPRFCSIRTSTVIIVSTYVLSFLMY : 156 

Dme_NP_001284892 : PIISAFTLIFNMLVIVVFLKRKMRSPTSALLIGLAVSDILAANVINIAFVYVHGFL-DVTKPLPYPMCI-IYNVTSKLAPSF-HTTSVWITTALGIQRFIIVAFPMQGPRFCSIRTSTVIIIGTYVLSFLMY : 156 

Tca_NP_001106940 : PAIALLTLFTNILVIVVFMKKHLLSPTSVLLIGLAVSDILAGNIISPPYIYAYGIA-NSGQALPYPMC--LFHDFGGHLAALFHQVSVWITMALGIQRYVVVAFPIVGRRICTIKKSVLWVIVINIATLLMY : 161 

Aga_ABW86945     : PIIFGVTLITNVLVIAVFTRKKMRSPTTILLIALAMSDTMSGGVISYLYVYIYGLG-HADTPMDYPMCY-FYDYLS-HLSSLFHTASVWITTCLGIQRYIVIAHPFVGPRLCTIRVSLYSVLGSLFLAAAMY : 178 

                                                                                                                    ** 

                                                                             TM5                                                    TM6                                                                                
Mga_VDI58805     : VSRFLEEEYIDFEAPSNVNPNVTVNACVRVLKPWVRNH--MDLYYNVYFWFRVICIHLIPCTFLVVLNALLILTMRQAQIRRMQLL-KQNKKSESRKLKDSNCTTLMLVAVVGLFLLVEFPMGIIMILNIVQ : 294                                    

Mco_CAC5393141   : VSRFLEEEYIDIEAPSNINPNETVNACVRVLKPWVRNH--MDLYYNVYFWFRVICIHLIPCTFLVVLNALLILTMRQAQIRRMQLL-KQNKKSESRKLKDSNCTTLMLVAVVGLFLLVEFPMGIIMILNIVQ : 294 

Cgi_XP_011423218 : ITRFFDFEFTPFPMFSFDSPNSTLVTCIERTSPWVNQN--ENLYFNLYFWFRAIFIHLVPCTILVVINSVLIWTLRTAQKRRMQLL-KQNKKSESMKLKDSNCTTLMLVTVVGLFLLVELPLGIIMILHLVQ : 294 

Cvi_XP_022371311 : TTLFIDTQFIPITKPSKRNPSETVTTCIXSYSDFIAQD--LNLYFNIMIGFRVIFIHFIPCSLLLILNALLIRTMRQAQLRRRLLL-RQNKKSESKKLADSNCTTLMLVAVMSLFLVVELPLGVILILFSIQ : 312 

Cvi_XP_022321887 : ITRFFDFEFSPFPFLXLDSPNDTVVFCVERISPWVLKN--EDLYFNLYFWFRVIFIHLVPCTILVVINSVLILTLRTAHKRRMQLL-KQNKESESTKLKDSNCTTLMLVTVVGVFLLVELPLGIIMILHLIQ : 294 

Mye_XP_021368937 : ISRFFDSTYQPFIVPSRLDPNQTIVACEEALMPWVRDN--PDVYYNVYYWFRVICIHLIPCTFLVVLNALLISAMRSAQLRRMQLL-KQNKKSESKKLKDSNCTTLMLVAVVGLFLLVELPLGIIIIVNIMD : 301 

Aca_XP_005107230 : FTRFFVEYPVETSRPSILNPNVSVSACVMKYRPWAMRN--LNVYFNIYYWFRVIFIHLVPCVSLVVMNALLIYTMRVARRRRMQLL-RQNKKTESRKLKESNCTTLMLVAVVGLFLLVEFPLGLLMVFLIID : 372 

Lgi_XP_009055372 : CTRFFDSYFVPVVLESAVYENRTVIGCIEEHEDWAMAN---ILYMSIYYWFRVLFIHLIPCIFLVVMNALLIYAMRVAQVRRMQLL-RQNKKSESKKLKDSNCTTLMLVAVVGLFLLVEFPLGIIMILLIVS : 271 

Obi_XP_014770415 : LTRFFEYDFESVELMSLLHRNQTVIGCYILRSQWLVNW--IDLYYNVYFWFRVIFVHLIPCTALVVLNGMLIHAMTLAKRRRKLLI-KQNKRNESKKIKDTNCTTLMLVAVVFLFLLVEVPLGILMIITILQ : 314 

Cte_ELT95205     : INRFVENDFLPISVYSTVNSSKLVQACQIELIGFVQQH--DVVYFSIYWWSRVIFIHLIPCTSLVILNSLLICTMKKAQRRRDQLL-KQNRKSESRRLQESNCTTAMLVTVVGVFLLVEFPLAVFFILMIFE : 337 

Pdu_AFV92892     : VHRFFEHTYIKTTAKSMVDPARNIVSCVMNNSEWVTSH--INLYYNSYYWFRVVFIHFIPCTSLVVFNLLLMVAMFNAQQRRKQLL-KQNRRSECRKLKESNCTTLMLVAVVFIFLVVELPLGILFIIFIIQ : 315 

Dme_NP_001284892 : LPRFFDRTYMPLVI---EWNGSPTEVCHLETSMWVHDYIGVDLYYTSYYLFRVLFVHLLPCIILVTLNILLFAAMRQAQERRKLLF-RENRKKECKKLRETNCTTLMLIVVVSVFLLAEIPIAVVTAMHIVS : 355 

Aga_ABW86945     : SSRFFDKSYSLITI---MWNGQMTNVCHVETANWIHKYTSEDFYYTFYFSFRILFVHLTPCASLVALNVFLFRAMKQAQKKRERLF-KDNKKRECKRIRDSNCTTLMLIVVVTVFLVVEIPLGVITALHIIS : 382 

Tca_NP_001106940 : GFRFFDSEYSTVDV---LWNNHTTHVCKREHAHWVKEYVTEDFYFVTYFMFRVLFVHLIPCVALVILNILLFRALKQAQQRREQLLSKKNQKNECKKLRDSNCTTLMLIVVVTVFLIVEIPLVVVTLLHIIS : 313 

Mga_VDI58842     : LVRAFVIDYYQFDYFD-PTRNSSATTCDRGYKEWLD----PDTYMGVYMMIRIVLIQFVPCIVLIVLNVRIVHGLQDVVNKKMRL--HNKSESSISAVKENTRVTIMIVFMAAVTLLVELPSGIILSFYVSP : 302 

Mco_CAC5421131   : LVRAFVIDYYQFDYFD-PTRNTSATTCDRGYKEWLD----PDTYMGVYMMIRIVLIQFVPCIVLIVLNVRIVHGLQDVVNKKMRL--HNKSESSISAVKENTRVTIMIVFMAAVTLLVELPSGIILSFYVSP : 304 

Cgi_XP_011424701 : LSRFIVSKIVYI----------SETNCVYWFSEYID----VNAYLISYLFIRIILIQFVPCISLIVLNAKMICGLRNITNKKIEM--NCNSENSSSAVKENMRVTIMIVCMAAITLLVELPVGIIQCLYV-D : 293 

Mye_XP_021378058 : MCRFFVFEYHNNVYFD-PWTNTTEEYCKREYRIWVD----VSMYYSSYLGIRIIFIQFVPCVSLIILNCKILHGLQTVTNKRLQL--NTNAQSNHATVKENIRVTVMIICMAVITLLVEFPVGIIQLLYVFP : 293 

Mga_VDI06072     : IPSFLQRRFDPVTILDESGNEITVCNCTRGQEILQ-----INKLQN---VLRSVFGQLVPCAILFLTTLLLSRKLKLETKRILQLHKHENTETERRDFRQIRRTSQMIIVLVSIFLFVEIPNGIVFALFVFY : 280 

Mco_CAC5422180   : IPSFLQRRFDPVTILDESGNEITVCNCTRGQEILS-----INKLQN---VLRSVFGQLVPCAILFLTTLLLSRKLKLETKRILQLHKHENTETERRDFRQIRRTSQMIIVLVSIFLFVEIPNGIVFALFVFY : 280 

Cvi_XP_022346186 : SITFFTLTYEPVEV-----DGKTMCICQENPNF--------SETVQVYSVLRCFFGQLLPCAVLTVTTVLLVRRLDITKNEMARIRASDNSERERRDNRSMRRTSYMVIVIVLSFLLAEIPNGCYFLFKAMR : 280 

Mye_XP_021378058 : TPRFLYTNYDFIRVVDENGFTQDMCLCHDNPDI-------SEKYERLVNIFRCALGQLVPCTLLIVTTFLLVRKLKSESKRILLLHAHEENERERRDFRQIKRTSQMIIILVVMFILVELPNGMVFAILFYD : 303 
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Mga_VDI58805     : NTFEHVNICDDRTFAIMSLMSNFFILLSYPLNFFIYCGMSRQFRETFKRMFIGGS----MPIDRECSQYMTL--PIENGNKTQMTVG--------GGETVL : 381          

Mco_CAC5393141   : NTFEHVNICDDRTFAIMSLMSNFFILLSYPLNFFIYCGMSRQFRETFKRMFIGGS----MPIDRECSQYMTL--PIENGNKTQMT----------GGETVL : 379 

Cgi_XP_011423218 : NNF-DIDIMSNETFKLLNLISNTFILLSYPLNFFIYCGMSRQFRETLMSMFDT------IKTQNSRKRYASI--PTDNGRTMAEST---------CRETVL : 377 

Cvi_XP_022371311 : NTL-NINIMEQGTLTLLTTLFNTCILVSYPFNFMIYCAMSRQFRETFKRIFTCKP----MPLQRECSQYTAV--PQENGKAHRDNNTTLVEIPEIKKSEQI : 406 

Cvi_XP_022321887 : NNF-DLDXMTDKTFKLLNMASNTFILLSYPLNFFIYCGMSRQFRETFMSLFKRLP----FPRWRKSSNYSTI--PTEIGRTTAETT---------CRETVL : 379 

Mye_XP_021368937 : NTFELGIFSDAEKYGIMNLISNFFILLSYPLNFFIYCGMSRQFRETFKRMFTGAP----MPIDRDCSQYMTL--PTENGKTALT-----------TDETAL : 385 

Aca_XP_005107230 : QTF-HVAVMRKDLMPTLSLFSNFFILLSYPLNFFIYCGMSKQFRETFKRLFTGAD----MPVEREYSQYMTL--PTENGKSTAVT----------GDETAL : 456 

Lgi_XP_009055372 : NTF-EVHIISKETFQILSIFSNLFILLSYPFNFFIYCGMSKQFRETFKRLFVG------------------------------------------------ : 323 

Obi_XP_014770415 : NTL-KISIFPDNVIFVTSSIINMMIMLSYPLNFFIYCAMSKQFRNTFKRMFCGGP----LPIDRESSQYMTL--PTENGRTIVT-----------TDETKL : 397 

Cte_ELT95205     : NTF-NVVLINDNIRHEASLFINLAILLSYPINFFIYCGMSRQFRETFMRLFKPGT----PALDREHSQYISL--ATENGAKSYE-----------TKDTAI : 420 

Pdu_AFV92892     : TSL-GINIIDNNVQSVASLFINIAILFSYPINFFIYCAMSRQFRETFKRLFIPGA----APLDREHSQYISL--ATQNGTRTLQPTTPTVNNDHTTKTTNI : 409 

Dme_NP_001284892 : SLI--IEFLDYGLANICIMLTNFFLVFSYPINFGIYCGMSRQFRETFKEIFLGRL----MAKKDSSTKYSIV-----NGARTCTN----------TNETVL : 435 

Aga_ABW86945     : SLI--YEFLDYYVANLFILFANFFLIVSYPINFAIYCGMSRQFRETFKGIFVQSDSQIKITKEYGSSKYSLV-----NGPRTC------------TNETVI : 464 

Tca_NP_001106940 : STF--IEFLDYYVANTLILFTNFFIILSYPINFAIYCGMSRQFRETFKELFIRGA----VTTRNGSSRYSLV-----NGPRTC------------TNETVL : 391 

Mga_VDI58842     : YIT-NVEVFDVNTLNSMQIIANLVIIFSYPMNFFIYCSMSAEFKQTLYELCFG------CCNSRKKNGNLGN-----NSTHHYE-----------LTANNI : 380 

Mco_CAC5421131   : YIT-TVQVFDVNTLNSMQIIANLVIIFSYPMNFFIYCSMSAEFKQTLYALCFG------CCNSRKKNGNFGN-----NSTHHYE-----------LTANNI : 382 

Cgi_XP_011424701 : IYL-SGATFDQYNLQISERIVNLLIILSYPVNFLLFCSMSSEFKQTLKHMCCFSP----MKKQKTPNTYVTRADADQNNGNVCEKQGLL------KVSTNL : 383 

Mye_XP_021378058 : FMF-GYDIIEMNTLKYVEVIANLVIIFSYPLNFLLYCSMSAEFKATLRQL-CWSN----ACREGSPRSYSRC--SKNIPPPSITMDEGV------TISTKV : 380 

Mga_VDI06072     : PEL-LESNIE--QIQILSIVLNLLVFIIYLINFWIYVTLSRQFRRELKLL-CGRK----LCGYREKINIGMS--TTFTSIPMT------------------ : 353 

Mco_CAC5422180   : PEL-LESNIE--QIQILSIVLNLLVFIIYLINFWIYVTLSRQFRRELKLL-CGRK----LCGYREKINIGMS--TTFTSIPMT------------------ : 353 

Cvi_XP_022346186 : VSL-FSEEADLQ----ISTVLNVLVYVVNHINFWIYVFLSRHFRRSLKKT-LRLNWLIRVCRKDTRKLESHQ--TTYFSSQSQGDPFYVKGTERSTECYQR : 373 

Mye_XP_021378058 : NTL-FSSLTTLY----LAVILNVLVYVSFLVNFWIYVCLSAQFRKSLSDLLQFRECFKKISMKRMHTTTTSL--DFD------------------------ : 373 

                                              *   *   * 

 

Joao Cardoso
B)



                                                               ●                    ●              ●                  TM1                                                                            
mga_VDI08560     : MEAVTHLNVSGNTSSAVADIDSNLTVLLRNVTDMLDY----CDFNLT------------DSKGMNNSTPSV-----GMAFN---KAAITIFLITSYVIIFFVGIVGNSLVIYVVLRFAKMKTVTNLYILNLA : 108 

Mga_VDI13242     : --------------------------------MNNSS----CIFDNL------------TDESHNNFT--------LPPFN----IGISVSLVTCYGIICACGLFGNALVIYVILRSSNMKTVTNMYIVNLA :  72 

Mga_VDI53419     : -------------------------------MNSTDYFYVYCDETGK--------------NDSDNDTETS-----EERLN---RTAITTFLVSSYTIICIAGLIGNALVIYVVLRFAKMKTVTNLYILNLA :  79 

Mga_VDI15122     : -------------------MDANGSDILQNL-----Y----CDDNFT------------DE--FENGTNQT-----YEAIN---KAAMTVFLVSSYSLICVGGLVGNLLVIYVVTRFAKMKTVTNLYILNLA :  82 

Mga_VDI60978     : -----------------------------MLHDMLDY----CDFNLT------------DSKGMNNSTPSA-----GMTFN---KAAITIFLITSYVIIFFVGIVGNSLVIYVVLRFAKMKTVTNLYILNLA :  79 

Mco_CAC5416355   : ---------------------MVVSRVLQNGMMNNSS----CIFDNL------------TDEGHNNFT--------LPPFN----IGISVSLVTCYGIICACGLFGNALVIYVILRSSNMKTVTNMYIVNLA :  83 

Mco_CAC5413936   : MRSSWHVTGGRKCEIIYKVTDSGKRILLHSIMNSTDYYYVYCDENGK------------NDSDNDTETVAS-----EVKLN---RTAITTFLVSSYTIICIAGLIGNALVIYVVLRFAKMKTVTNLYILNLA : 112 

Mco_CAC5413924   : -------------------MDANSSEILQNI-----Y----CDDNFT------------DE--FENGTNQP-----YEAIN---KAAMTVFLVSSYTLICVGGLVGNVLVIYVVTRFAKMKTVTNLYILNLA :  82 

Mco_CAC5413929   : MEAVTNFNATGNISNAVTEMASNFTALLSNVTDVLDY----CDYNIT------------DSKGMSNAT-SA-----SMTFN---KAAITIFLITSYVIIFFVGIVGNSLVIYVVLRFAKMKTVTNLYILNLA : 107 

Mco_CAC5413925   : -------------------MEVNSSEILQNI-----Y----CDDNFT------------DE--FENGTNQP-----YEAIN---KAAMTVFLVSSYTLICVGGLVGNVLVIYVVTRFAKMKTVTNLYILNLA :  82 

Cgi_XP_011429560 : ------------MATSLQTFSSLTNESVVNGTTQAAFYD--CDLNGT------------RNETAVGDES---------------ITAKTVILVTSYSLIFVVGLIGNGLVIYVVLRFAKMKTVTNLYILNLA :  91 

Cvi_XP_022319641 : ------------MADTMQTLASITTDSVFNGSTEASY-YD-CELNDT------------RN---GTS---L-----G-PDS---ITAKTVILVTXYSFIFVIGLIGNGLVIYVVLRFAKMKTVTNLYILNLA :  91 

Mye_XP_021363764 : -------------------------MALNNTTDSMD-----CDY-------------------LDNGTGVT-----G-DMN---VAVSTYVVVVSYACIFLCGIAGNGLVIYVVLRYAKMKTVTNLYILNLA :  74 

Mye_XP_021375026 : --------------------MALTNSS--NTSYEYDF-LEYCDEEDN------------TT---AVANVTM-----GFPTS---ISSMTVILVTSYSLICFIGLIGNGLVIYVVLRFAKMKTVTNLYILNLA :  86 

Aca_XP_005095139 : --MAKPIPTMDSPYTAYSFSPNETLETLLNVLTTLPT----CNISDN------------VTESNLNDTGMP-----ERSGY---AKVLPYVMIVCYILICILGLAGNGLVIYVVLMFAKMKTVTNMYILNLA : 106 

Lgi_XP_009065270 : --------------------------MIENVTDLD------CDFCNS------------TTASNITGSDDQ-----ISDI----LKIIPIVLVLCYVIVLFVGWIGNGLVIYVVARFSKMKTVTNMYVLNLA :  79 

Obi_XP_014781588 : ----------------MESLFNETVHVTEQSLFSENF----NDTYPD------------MDNSFSNGTEHS-----IRRVF---MEIVNITVMISNSLICITGLFGNCLVIYVVTMFSKMKTVTNTYILNLA :  92 

Cte_ELT88806     : -----------------------------------------------------------------------------------------LISAIVYALICIVGLVGNGLVIFVITRYTKMKTVTNLYILNLS :  43 

Cte_ELT94371     : -----------------------------MEATLKPY------VNFT------------DFDGLYNGTYNA-----PRP-----HSSWTFVFAVFYALICIAGLVGNGLVIFVVLRYAKMKTVTNMYILNLA :  75 

Pdu_AKQ63077     : ----------------------------------------MATDSTT------------TSVNLTNGTAYA-----MPPLG---MDFWTGIFTTFYGLICIVGLVGNGLVIFVVLRYAKMKTVTNMYILNLA :  72 

Pdu_AKQ62999     : -------------------------------------------MNGS------------NDSFASFVGNGT-----CTRPT---VDYPGIIMVAIFGLICVIGLVGNGLVIFVILRYTKMKTVTNMYILNLS :  69 

Dme_AAG54080     : -----------MTADSEANATNWYNTNESLYTTELNHRWISGSSTIQ------------PEESLYGTDLPT-----YQHCIATRNSFADLFTVVLYGFVCIIGLFGNTLVIYVVLRFSKMQTVTNIYILNLA : 104 

Dme_AAL02125     : ----MTLTSLITPTEQLAVAPNGTTLHQLESVESESYPSINGTQNETMVTSVRPHLDHRNRPTQQNGSHYLEYDDDGPDCSYSYNFILKLITMILYALVCIIGLFGNTLVIYVVMRFSKMQTVTNIYILNLA : 128 

Cgi_XP_019924186 : ------------------------------------------MINFT------------ENKSCVSTEIMN-----ASNFTGSENSETNFMFSAISILIGVCGLLGNILVISVILKSSKMKTVTNMYIFTLA :  73 

Cvi_XP_022313157 : ------------------------------------------------------------MEASNNTTLSR-----CAELT---YNTEDLLVVAIYILIGVSGLFGNVLVIYVILHSPKMKTVTNMYIFNLA :  64 

                                                                                                             

                                                                                                                                                        

                            TM2                TM3                       TM4 
mga_VDI08560     : ISDASFLISLPFIITTTLLQHWIFGTAMCKIYNVLYSINFVTSVLTLTVLSGDRYLAVCHPIRSGKYRTLNIAYFICLIIWSLSFLVMLPIILYSTTVSHY-KDPTLKTCTIQWPSNQLLPQGKAFTWYTFL : 239 

Mga_VDI13242     : ISDFIFLISMPLLMTTTWLRFWLFGPAMCKVYNIMYSINLFTGIFTLTALSADRYLAVCHAVASQRFRTPMNSMLAILGIWAISVLVMLPIILYANTVPSF-LYKDKLSCTISWPRNQIVPPEKAYTWYTFM : 203 

Mga_VDI53419     : VSDAMFLISLPFLITTTVLEHWIFDTAMCKIYFVLYSINFITSVLTLTALSGDRYLAVCHPVSSGRYRTTKIAFFVCLLIWSLSFFVMLPIILYSTTVPNS-KDNSHDTCTVKWPEDQLIPPEKAFTWYTFL : 210 

Mga_VDI15122     : ISDVLFLISLPFLITTTILEHWIFETAMCKIFFVLYAINFVTSVFTLTALSGDRYLAVCHPIRSGQYRTTNKAFFICLCIWTVSFIVMLPIILYSNTVPNP-KNHDWQTCTIKWPKNQLISPNKAFTWYTFL : 213 

Mga_VDI60978     : ISDASFLISLPFIITTTLLQHWIFGTAMCKIYNVLYSINFVTSVLTLTVLSGDRYLAVCHPIRSGKYRTLNIAYFICLIIWSLSFLVMLPIILYSTTVSQY-KDPSLKTCTIQWPSNQLLPQGKAFTWYTFL : 210 

Mco_CAC5416355   : ISDFIFLISMPLLMTTTWLRFWLFGPAMCKVYNIMYSINLFTGIFTLTALSADRYLAVCHAVASQRFRTPMNSMFAILGIWAISVLVMLPIILYANTVPSF-LYKDKLSCTISWPRNQIVPPEKAYTWYTFM : 214 

Mco_CAC5413936   : VSDAMFLISLPFLITTTVLEHWIFDTAMCKIYFVLYSINFITSVLTLTALSGDRYLAVCHPVSSGRYRTTKIAFFVCLLIWSLSFFVMLPIILYSTTIPNS-KDQSHDTCTVKWPEDQLIPPEKAFTWYTFL : 243 

Mco_CAC5413924   : ISDVLFLISMPFLITTTILEHWIFETAMCKIFFVLYAINFVTSVFTLTALSGDRYLAVCHPIRSGQYRTTNKAFFICLCIWTVSFVVMLPIILYSNTVPNR-KNHDWKTCTIKWPKNQLISPDKAFTWYTFL : 213 

Mco_CAC5413929   : ISDASFLVSLPFIITTTLLQHWIFGTAMCKIYNVLYSINFVTSVLTLTVLSGDRYLAVCHPIRSGKYRTINIAYFICLIIWSLSFLVMLPIILYSTTVSHY-KDPSLKTCTIQWPSNQLLPQGKAFTWYTFL : 238 

Mco_CAC5413925   : ISDVLFLLSMPFLITTTILEHWIFETAMCKIFLVLYAINFVTSVFTLTALSGDRYLAVCHPIRSGQYRTTNKAFFICLCIWSASFVVMLPIILYSNTVPNP-KKHNWQTCTIKWPKNQLISPNKAFTWYTFL : 213 

Cgi_XP_011429560 : VSDALFLASLPFLIVTTILKHWIFGAAMCKMYFVLFSINFFASVFQLTALSADRYLAVCHPVRSSRYRNTTIAFFICLVMWSVSFLVMLPIILYSSTTHAD-PTSSRQTCTIVWPDGQPIPADKAFTWYTFL : 222 

Cvi_XP_022319641 : VSDALFLASLPFLIVTTILKHWIFGTAMCKIYFVLFSINFFASVFQLTALSADRYLAVCHPVRSSRYRNTTIAFLICLVMWSVSFIIMLPIILYSSTHVN--QYTDRQTCTIVWPDGQPIPADKAFTWYTFL : 221 

Mye_XP_021363764 : VSDFLYILHLPLISTTTYLKYWMFGNAVCKINFVLYSISFFAGVFTLTSLGGDRYIAVCHAINSQEYRKPKYATLIIIGIWSLSFFVMLPTILYSKTVPNH-NFPGKLTCTIEWPSGQLIPTEKAYTWYTFL : 205 

Mye_XP_021375026 : ISDAFFLMSLPFLVTTSILHYWPFGAAMCKIFFVLVSINLFTGIFTLTALSGDRYLAVCHPVRSSQYRTTNIAFFVCLCLWSISFVVMLPIILYSTTVQQDMGNPTHETCTIVWPKGQLIPASKAFTWYTFL : 218 

Aca_XP_005095139 : LSDILFIVILPMMATTTLMEHWIFGFAMCKIYFVLYSINLFGGAFNLCVMSADRYLAVCHPIRSLKYRTPRIALFLCLCVWSLSFLVMLPIILYSRTEKHR-RFPGKESCSIFWPKDQLIPPDKAFIWYSFI : 237 

Lgi_XP_009065270 : VSDVMFIFSLPFLTTTTLLGYWVFDFVMCKIYFVLYSINVFTSVFTLTVMSADRYLAVCHPVRSVKYRTPRIALFVCLCIWTISFLVMLPIILYSTTVPHR-LYPDKHTCTIKWPNGQLIPAGQAFIWYTFL : 210 

Obi_XP_014781588 : IADVLFLVSIPLLIVTIKNGFWMFGFFMCKFYYLLVSINSFTGVFTLTVMSADRYLAVCHPIKSMSLRTPKVAFIITVCIWLISILIMLPALMYSTTVR---NAKNRDSCTMVMPDHLGISPDKIFIWYNFI : 221 

Cte_ELT88806     : IADLLFILGLPLLITTTLMQGWPFGYACCKIYYMLTCINMFTGAFTLTVMSGDRFLAVCYPINSMRYRTPKYALIVIALTWIISFLVMMPIVLYAQSI----KRTGGYTCSIKWPSTSAVQSWKVFTLYNLI : 171 

Cte_ELT94371     : ISDLCFLIGLPFLIVTSIVKKWIFGFFLCKIFYILTSINWFTSVFTLIVMSADRYLAVCHPIRSMSYRTPIVSRVVCVCVWLSSMLVMLPIILYTRLI--------RNSCTLVWPQSDSVSGMKAFTWYALL : 199 

Pdu_AKQ63077     : IADFCFLVGLPFLIVTAIMKHWIFGFAACKMFFILTSINWFTSVFTLTVMSADRYMAVVHPIRSMSYRTPMVALVVCFCVWCASLMAMLPIILYTTTVKI--MDTDMESCTITWPEGQLISADKAFILYTLL : 202 

Pdu_AKQ62999     : IADTLFLLGLPLIMTTVILKQWIFGYAMCKIFYILTCINTFTGAFTLTVMSGDRYFAVCFPITSMKYRTSKYASLAIAMTWLVSLLLMIPIFLYATKLE---SSPGRYSCSIQWPSMGIISPEKAFIYYTML : 198 

Dme_AAG54080     : VADECFLIGIPFLLYTMRICSWRFGEFMCKAYMVSTSITSFTSSIFLLIMSADRYIAVCHPISSPRYRTLHIAKVVSAIAWSTSAVLMLPVILYASTVEQ--EDGINYSCNIMWPDAYKKHSGTTFILYTFF : 234 

Dme_AAL02125     : IADECFLIGIPFLLYTMQVGNWPFGNYMCKAYMVSTSITSFTSSIFLLIMSADRYIAVCHPISSPRYRTPFVSKLVSAFAWMTSVLLMLPVILFASTVQ---SSNGNVSCNIEWPDTQNSHTDSTFILYSLV : 257 

Cgi_XP_019924186 : LSDLIFILHIAMVATTDIIKHWIFGEVLCKIFWITSSLTMYSSVLTLSCLSFDRYIAVCKPVISQRHRQPTKAGFVIICIWGLSLLLSLPMILYSKRMLK--RNQDTYVCTIDWPDSHDVLTVPAYTIYNFI : 203 

Cvi_XP_022313157 : LSDLIFLLHIAMITTTMIVKQWIFGEAVCKIFFMTNAITVFSSALTLTSLSVDRYIAVCKPVISQKIRQPRKAAIVIMCVWFVSLLLSMPIILYAQRK----ENSGTYSCQVDWPDPTVIP---AYIIYIFI : 189 
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mga_VDI08560     : LGFAIPVSMITMFYSSVIVRLTCVGQMI--KSKGKRKSHRKVTKLVLAVILVYVCCWLPHWVFQINLTF-LPIYQRLKDWEIYLFNVFTVLTFANSMLNPLLYAFLSDNFRRSFAKAFKC-VAAIELDRKTT : 367 

Mga_VDI13242     : LGFAVPVSLVSIFYILVIIRIQNLGPANQQKSSERRKKSKKVTKMVLTVISVYVICWLPYWIFQVHLTL-KQGPEKLAHWKILLFNLMTVMTFANSMLNPILYAFLSEHFRKGFREAFKCKINASGANKSMI : 334 

Mga_VDI53419     : LGFAIPVSLIFVFYLSVVLNLSCIGPGM--RTANKKRSRRKVTRLVFAVIGVYILCWLPHWVFQVNLTF-QPQDYRLKDWEIYLFNGLTVLTYANSMLNPLLYAFLSDNFRRCFRKAFKC-AENPDAERRLT : 338 

Mga_VDI15122     : LGFAIPVSMISVFYLSVVLRLKTVGPAV--KSKEKKRSHRKVTKMVLTVISVYVICWLPHWVFQVNLTF-HQG-TSPTKWQIYVFNAFTVLTFANSMLNPLLYAFLSDNFRKSFAKAFKC-ATQAEINKSLI : 340 

Mga_VDI60978     : LGFAIPVSMITMFYSSVIVRLTCVGQMI--KSKGKRKSHRKVTKLVLAVILVYVCCWLPHWVFQINLTF-LPIYQRLEDWEIYLFNVFTVLTFANSMLNPLLYAFLSDNFRRSFAKAFKC-VAAIELDRKTT : 338 

Mco_CAC5416355   : LGFAVPVSLVSIFYILVIIRIQNLGPANQQKSSERRKKSKKVTKMVLTVISVYVICWLPYWIFQVHLTL-KQGPEKLEHWKILLFNLMTVMTFANSMLNPILYAFLSEHFRKGFREAFKCQINATGTNKSMI : 345 

Mco_CAC5413936   : LGFAIPVSLIFVFYLSVVLNLSCVGPGM--RTANKKRSRRKVTRLVFAVIGVYILCWLPHWVFQVNLTF-QPQDYRLKDWEIYLFNGLTVLTYANSMLNPLLYAFLSDNFRRCFRKAFKC-AENPDAERRLT : 371 

Mco_CAC5413924   : LGFAIPVSMISVFYLSVVLRLKTVGPAV--KSKEKKRSHRKVTKMVLTVISVYVICWLPHWVFQVNLTF-QPKGTIPTKWQIYVFNAFTVLTFANSMLNPLLYAFLSDNFRKSFAKAFKC-ATSAEINKSLI : 341 

Mco_CAC5413929   : LGFAIPVSMITVFYSSVIVRLTCVGQMI--KSKGKRKSHRKVTKLVLAVILVYVSCWLPHWVFQINLTF-LPINQRLEDWEIYLFNVFTVLTFANSMLNPLLYAFLSDNFRRSFAKAFKC-VAAIELDRKTT : 366 

Mco_CAC5413925   : LGFAIPVSMISVFYLSVVLRLKTVGPAV--KSKEKKRSHRKVTKMVLTVISVYVICWLPHWVFQVNLTF-QPKGTNPTKWQMYVFNAFTVLTFANSMLNPLLYAFLSDNFRKSFAKAFKC-ATSAEINKSLI : 341 

Cgi_XP_011429560 : LGFLIPVSLISVLYISVILRLQNVGPAI--KSKERKRSHRKVTRMVLAVISVYVVCWLPYWVFQINLTF-KKN--DIEEWEIYLFNGLTVLQFANSMLNPLLYAFLSENFRRSFVKAFQC-ASSNDVNKSLC : 348 

Cvi_XP_022319641 : LGFLIPVSLISVLYISVIIRLQNVGPAI--KSKERKRSHRKVTRMVLAVISVYVVCWLPYWVFQINLTF-KKR--EIEEWEIYLFNGLTVLQFANSMLNPLLYAFLSENFRRSFVKAFQC-ASSNDVNKSLC : 347 

Mye_XP_021363764 : LGFGIPVSLISVFYLLVILRLRTVGPVN--KSKETRKAHKKVTRMVLAIISIYIVCWLPYWCFQVNLTL-RPKDKSLEDWEILMFNIFTVLTSSNSMLNPILYAFLSDNFRRSFLKSFQC-TNLMDANKSLY : 333 

Mye_XP_021375026 : LGFAIPVSMISVLYLSVILRLRTVGPVI--KSKEKRRTHRKVTRMVLTVIFVYIICWLPYWGFQVHLTF-MKSGFSLPEWRVYLFSFFTVLTNANSMLNPVLYAFLSDNFRRSFAKAFKC-LGRADMDRSIY : 346 

Aca_XP_005095139 : LGFAIPVSLISVFYVLVILRLRHVGPAK--KSKEKRKSHRRVTRLVLTVITIYVVCWLPYWCFQVHIVF-NDV-KITSDAMILVFNGFTVLSFANSMLNPFLYAFLSDNFRKSFVKAFKC-LSNVEMNKSVC : 364 

Lgi_XP_009065270 : LGFAIPVSLTSVFYFLVVLRLKTVGPVK--KSKEKKKSHRRVTRMVLSVISAYVVCWLPYWLFQVYIIV-REP-PVLVPWKVILFNSFTVLTYTNSMLNPFLYAFLSENFRKSFMKAFKC-VSPTDANKSLC : 337 

Obi_XP_014781588 : FSYAIPVPLISVFYISVVHKLRTTGPVK--KSSEKKKSQKRVTRMVLTVIGVYIICWLPYWAFQLDIVV-FTP--PVTEGRILMFQTFNILTYANSMLNPLLYNFLSDNFRKSFTKAFKC-TSRFEVNRSLR : 347 

Cte_ELT88806     : LGFVIPVLLISILYTLLIVRLRTTASSI------KRRPHRKVTRLVSLIIGVYIICWLPYWAFQVHLIT-LPTGTNMPKWKINMFKVFTMLSYANSMINPLLYAFTNDNFRESFISAFKC------------ : 284 

Cte_ELT94371     : LGFAIPCGLISVFYTLVVMRLRTVGPKN--KSKEKKKSHRRVTKMVLTVIAVYIICWLPYWLYQVTLIS-MEN---PPSYFLLMSQIITVMSYANSMLNPLLYAFFSENFRKTFLKAFSC-ASPADVNRALQ : 324 

Pdu_AKQ63077     : LGFAIPVALTSVFYALVVYRLSNSGPAN--KSKEKRKSHRRVTKMVLTIISVYVVCWLPYWVFQVCITF-SDH--YIPRWVSHVFQMITVMSYANSMLNPVLYAFLSDNFRKSFIKAFKC-ATPNEANCALK : 328 

Pdu_AKQ62999     : IGFVVPVLLISILYTLLVVRLRTTGPQV--KSAEKRRSHRKVTKLVTMIIVVYIFCWLPYWAFQLHLIN-SPAGRPMPKWKLIIYQCFTVLSYANSMVNPCLYAFTNENFRESFINAFRC-AADPILSGRRC : 326 

Dme_AAG54080     : LGFATPLCFILSFYYLVIRKLRSVGPKPGTKSKEKRRAHRKVTRLVLTVISVYILCWLPHWISQVALIHSNPAQRDLSRLEILIFLLLGALVYSNSAVNPILYAFLSENFRKSFFKAFTC-MNKQDINAQLQ : 365 

Dme_AAL02125     : LGFATPLTFILVFYCLVIRKLHTVGPKH--KSKEKKRSHRKVTKLVLTVISAYIFCWLPHWISQVALIS-SAPQRCASRLELAVFLACGCLSYSNSAMNPILYAFLSDNFKKSFMKACTC-AARKDVNAQLQ : 385 

Cgi_XP_019924186 : IGCAIPLCFISIFYTCVIIHMKGAGPANRQRSKEQRRNHRKVTLLVLAIILVYGFCWLPYWIMMIAVTL-QSSYDTVP---MVVMHIITILTYINSMVNPILYAFLSENFRQKFKEVFQF--------SCIC : 323 

Cvi_XP_022313157 : LGFAVPFCFISILYTSVIIHMKRAGPANRQRSTEQRKNHRKVTFLVLAIILVYVICWLPYWTFQIIIAV-LDL--YTASFSLPLFKVTTVLTFANSMINPVLYAFLSENFRQAFKEVFRS--------RCIC : 310  

                                                                                                                                          # 

                                                                                                                                                        

 

mga_VDI08560     : AGDTCNSVYP-------------------KSS-QT--HGEKRNER-------HKPKFELDAMKTSNTGFLLSP--------------------------D------ENVNTSLL----------ET--SSVY : 426 

Mga_VDI13242     : EE---QSNFD-------------------RIKAKAKIKETNLEMNPKTGSLSHRVLTETSNCVSGNGVTPESPVNHLMNNETHVYDGTEYEVKGNNSSDENSVLINQSVETTDFKKTLIAEDESDDKNSVTY : 444 

Mga_VDI53419     : IE---NSVLP-------------------KSSKKKKIKKAVPSVK-------TKAKYELATLTTAIGSALILP--------------------------N-----DGLLHPSHQ----------ET--TSLY : 398 

Mga_VDI15122     : NE---NSVFT-------------------KLSGKR--KNGKNNNR-------KSERYELTTQTVAEKSGLMKS--------------------------ESVPYLNEEEKRLMD----------KT--TNMY : 403 

Mga_VDI60978     : AGDTCNSVYP-------------------KSSQK---HGEKRNER---------PNLNLNLIQ--------------------------------------------------------------------- : 370 

Mco_CAC5416355   : EE---QSNFD-------------------RIKAKTKIKQTNLELDPKTGSLSHRVLTETSNVVSGNGVTAESPVNHLMNNESHVYDGTEYEVKGNNSSDENSVLINQSVETTDFKKTLIAEDESDDKNSVTY : 455 

Mco_CAC5413936   : IE---NSVLP-------------------KSNKKKT-KKAVPSVK-------TKAKYELATLTTAIGSALILP--------------------------N-----DGLLHPSHQ----------ET--TSLY : 430 

Mco_CAC5413924   : NE---NSVFT-------------------KASGKR--KNGRNNNR-------KSERYELTTMTVAEKSGIMKS--------------------------ESVPSLHEEGTRLMD----------KK--TNMY : 404 

Mco_CAC5413929   : AGD--NSIYP-------------------KSS-QQ--HGEKRNER-------HKPKFELDTMKTTNTGFLLSP--------------------------D------ENVNTSLL----------ET--SSVY : 423 

Mco_CAC5413925   : NE---NSVFS-------------------KASGKR--KNGRNNNR-------KSERYELTTMTVAENAGLMKS--------------------------ESVPSLHEEGTRLMD----------KE--TNMY : 404 

Cgi_XP_011429560 : HE---NSVFP-------------------KSSQKK--STTMEDKK-------KAEKFEMATMITTTDNGNHRP--------------------------K------NDSASSLN----------DGDDDGLY : 407 

Cvi_XP_022319641 : HE---NSVFP-------------------KSSHKK--KTTTEDKK-------KAEKFEMATMITTTDNGNHRP--------------------------K------HDSASSLN----------DA--DGLY : 404 

Mye_XP_021363764 : GE----STLP----------------TKHRRSHDYAFGKGKDMEK-------IELKEKEKEKKTTENNEYQTQTNGNVTEKCRLLQIHKFVKHTEEKNDNDNSLDVEEPDDVGD----------HSDTAALY : 428 

Mye_XP_021375026 : TR---ESSVP-------------------AKSKQW--RNDSCKTP-------KGDKYEMATMLTSTDNTHQVP--------------------------K------SGSKGSVN----------DE--SNLY : 403 

Aca_XP_005095139 : NE---NSVFP-------------------RTSQTYTRSGVMGEER--------MELSAVDTNPTASPNVAEQG--------------------------------------SIK----------SPQDEHGF : 418 

Lgi_XP_009065270 : HE---NSMFP-------------------KNNQNF---GRSVVTT-------IEDRLEMSTFEPGQNNIDATP--------------------------M----LPKENHLTTT----------TLPDEQCL : 397 

Obi_XP_014781588 : AE---NSIYP-------------------KGREAY------SQTT-------VIEKQELQTINHCATENKVQE------------------------------------DFANG----------ETQTEDID : 398 

Cte_ELT88806     : ------------------------------------------------------------------------------------------------------------------------------------ :   - 

Cte_ELT94371     : AE---NSLYP-------------------------------------------------------------------------------------------------------------------------- : 331 

Pdu_AKQ63077     : AE---HSVFPHRRGQNPTSTATTTATTLNASSDRT--RNHNEEED-------EDEEEEVLTTKVPINGEVFEL--------------------------N---DNNSEKARFIQ----------AEDLKQDG : 409 

Pdu_AKQ62999     : SE---MGSTI-------------------GNNNMC--GKKKVRSE-------VHAEYEFTTLATTMDGNGN------------------------------------------------------------- : 366 

Dme_AAG54080     : LE---PSVFT-------------------KQGSKKRGGSKRLLTS-------NPQIPPLLPLNAGNNNSSTTT---------------------------SSTTTAEKTGTTGTQKSCNSNGKVTAPPENLI : 441 

Dme_AAL02125     : LE---NSFFP--KFGKGRQSERLLGGNGKGGAQRGALTKKKCLAT-------RNNNAPMATTTTTTTEGNLTLFNEDSLDSKSLPPWLLLFGNSTDNFTDDIDFYQNDTERTMMPTFLYSKTVPKSNKKGIT : 505 

Cgi_XP_019924186 : KKRVRYFLQR-------------------GNTNAVELD-IRRP---------VSNQTEAETNQDYQADSQLNQ---------------------------------------------------QRDNGGVY : 375 

Cvi_XP_022313157 : RERIRYFLQT-------------------GDRNEVELDSTRRPGH-------VSNQTEAVSNEEDKTEGPQDG---------------------------------------------------QTDNGGVY : 365                                                                                                                                                      

                                               

           

mga_VDI08560     : V------DKESQTQQDEI--------- : 438 

Mga_VDI13242     : I------DKESQTKLH----------- : 454 

Mga_VDI53419     : V------DKEIQTS------------- : 406 

Mga_VDI15122     : V------DKESQT-------------- : 410 

Mga_VDI60978     : --------------------------- :   - 

Mco_CAC5416355   : I------DKESQTKLH----------- : 465 

Mco_CAC5413936   : V------DKEIQTS------------- : 438 

Mco_CAC5413924   : V------DKESQT-------------- : 411 

Mco_CAC5413929   : V------DKESQTQQDEI--------- : 435 

Mco_CAC5413925   : V------DKESQT-------------- : 411 

Cgi_XP_011429560 : V------DKESQTLQEDV--------- : 419 

Cvi_XP_022319641 : V------DKESQTLQEDV--------- : 416 

Mye_XP_021363764 : A------DKQIQTREIV---------- : 439 

Mye_XP_021375026 : V------DKESQTQ------------- : 411 

Aca_XP_005095139 : L------KPPVQL-------------- : 425 

Lgi_XP_009065270 : L------K-PVAL-------------- : 403 

Obi_XP_014781588 : V------DEPEVVVTELE--------- : 410 

Cte_ELT88806     : --------------------------- :   - 
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Cte_ELT94371     : --------------------------- :   - 

Pdu_AKQ63077     : L------DKPTAV-------------- : 416 

Pdu_AKQ62999     : --------------------------- :   - 

Dme_AAG54080     : ICLSEQQEAFCTTARRGSGAVQQTDL- : 467 

Dme_AAL02125     : CAILWPSDKHTEGTKAFILYCFFLSYA : 532 

Cgi_XP_019924186 : T------GMLE---------------- : 380 

Cvi_XP_022313157 : T------GP------------------ : 368 

                                               

 


