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gi|145608762|ref|XP_369877.2| ----MTPSATNG-------DAAAASSRFHASS--------------------------------------------------------TKSAIAAENEYAAHNYHPIPVVFARAQGVNVWDPEGKHYLDLLSAYSAVNQGHCHPELIKAL    83
gi|32403334|ref|XP_322280.1| -MAPLADTASNGGSTLSLDHLITGSDKYHAAA--------------------------------------------------------TNVAIAAENEYAAHNYHPLPVVFAKAQGVHVWDPEGKHYLDFLSAYSAVNQGHCHPELVKAL    93
gi|19113380|ref|NP_596588.1| --------------------MSAESLLHNTFS--------------------------------------------------------TEQIEVLENEYAAHNYHPLPVCFSKAKGAKVWDPEGREYLDFLSAYSAVNQGHCHPKIIEAL    74
gi|50303653|ref|XP_451768.1| ----------------------MVVTAELNLS--------------------------------------------------------SAKTIEYEQEYSAHNYHPLPVVFSRASGAHVWDPEGKEYLDFLSAYSAVNQGHCHPHIIQAL    72
gi|45190728|ref|NP_984982.1| ------------------------MAVEFNLS--------------------------------------------------------SKQTVEYEQEYSAHNYHPLPVVFHKASGAHVWDPEGKEYLDFLSAYSAVNQGHCHPEIVQAL    70
gi|6323470|ref|NP_013542.1| -------------------------MSEATLS--------------------------------------------------------SKQTIEWENKYSAHNYHPLPVVFHKAKGAHVWDPEGKLYLDFLSAYSAVNQGHCHPHIIKAL    69
gi|21357415|ref|NP_649139.1| ---MFAKLSARGIATRMS--FLAQKTASQETTAAAGSR--------------------------------------------------SELVYARENKYGAHNYHPLPVALTKGEGVFVWDVEGKRYFDYLSAYSAVNQGHCHPKIVAAL    95
gi|158297845|ref|XP_318019.4| ---MLRQVSKSDLLTKQFDKLLVPLFSTQSPMPASGFRQSSSSARTVVPMNNHHALLTGRNKYGLANINEMAKNGYGHAATALKAQPKSQAVFDREDKFGAHNYHPLPVALARGEGVYVWDVEGKRYYDFLSAYSAVNQGHCHPKIVQAL   147
gi|8393866|ref|NP_058674.1| ---MLSKLAS--LQTIAALRRGVHTSVASATSVAT-KKTEQGP-------------------------------------------PSSEYIFERESKYGAHNYHPLPVALERGKGIYMWDVEGRQYFDFLSAYGAVSQGHCHPKIIDAM   101
gi|11968102|ref|NP_071966.1| ---MLSKLAS--LQTVAALRRGLRTSVASATSVAT-KKTEQGP-------------------------------------------PSSEYIFERESKYGAHNYHPLPVALERGKGIYMWDVEGRQYFDFLSAYGAVSQGHCHPKIIEAM   101
gi|4557809|ref|NP_000265.1| ---MFSKLAH--LQRFAVLSRGVHSSVASATSVAT-KKTVQGP-------------------------------------------PTSDDIFEREYKYGAHNYHPLPVALERGKGIYLWDVEGRKYFDFLSSYSAVNQGHCHPKIVNAL   101
gi|114633242|ref|XP_508094.2| ---MFSKLAH--LQRFAVLSRGVHSSVASATSVAT-KKTVQGP-------------------------------------------PTSDDIFEREYKYGAHNYHPLPVALERGKGIYLWDVEGRKYFDFLSSYSAVNQGHCHPKIVNAL   101
gi|73998800|ref|XP_535050.2| --MMFSRLAH--LQTVAVLRRGVHSSVASATSVAT-KKTIQGP-------------------------------------------PSSDYIFERESKYGAHNYHPLPVALERGKGIYVWDVEGRKYFDFLSAYSAVNQGHCHPKIVNAL   102
gi|77735431|ref|NP_001029412.1| ---MLSKLAR--LQTVAGLGLGVHSSVASATSVAT-KKTVQGP-------------------------------------------PSSDYIFERESKYGAHNYHPLPVALERGKGIYVWDVEGRKYFDFLSAYSAVNQGHCHPKIVDAL   101
gi|57529515|ref|NP_001006567.1| ---MFSKLIR--SQSLAALCRGVHTSLNSATSVAT-KKTIQGP-------------------------------------------PSSDYIFEREAKYGAHNYHPLPVALERGKGVYVWDVEGRKYFDFLSAYSAVNQGHCHPKIVNAL   101
gi|189526312|ref|XP_701334.3| -MNSMKSLMRGVSRVTPSLTRAVHSGMRTSSSAASRAKTQERP-------------------------------------------MTSEEVFAREDRYGAHNYHPLPVALERGEGVHMWDVEGRRYFDFLSAYSAVNQGHCHPKIIAAL   106
gi|25144271|ref|NP_741194.1| ---MLSSLRR-----------VVPSLPRGSRSLT------------------------------------------------------SQQIFDREKKFGCHNYKPLPVALSKGEGCFVWDVEGKKYFDFLAAYSAVNQGHCHPKLLKVV    82
gi|86170756|ref|XP_966078.1| -MDFVKELKS------------------------------------------------------------------------------SQDYMNNELTYGAHNYDPIPVVLKRGKGVFVYDIEDRRYYDFLSAYSSVNQGHCHPDILNAM    71
gi|15237392|ref|NP_199430.1| -MAATTRRLLYYVSKRFSTAGVRRSYGGLPQSNSKSPPSS------------------------------------------------SQRLMELESEFSAHNYHPVPVVFSRANGSTIWDPEGKRYIDFLAAYSAVNQGHCHPKIMKAL   101
gi|115454305|ref|NP_001050753.1| MAAALARRGGGGLARALARG--RGMCSATAAERAAGAALT------------------------------------------------SEELMRMERERSAHNYHPIPVVFSKGEGSHILDPEGNKYIDFLSAYSAVNQGHCHPKVLRAL   100
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                    *   ::: **** .:        :   * :  :: ****.*. *:* *: * *.:  * :   .* :.   . * **::  :* * *       :** :               : :..       :.     . ...:.**:*****
gi|145608762|ref|XP_369877.2| AEQAGRLTLSSRAFYNDVFPVWAAKVRDLFGYDMVLPMNTGAEAVETAIKIARKWAYKVKGVPQGKAHVFSVADNFHGRTMTAISLSTD-PESRDNYGPYVPNIGAICP--TTGRQIRYNNISDLEIVLEA-HGAETAAFIVEPIQGEAG   229
gi|32403334|ref|XP_322280.1| TEQASRLTLSSRAFHNDVFPVWAAKVRSVFGYDMVLPMNTGAEAVETAIKIARKWAYKVKGVPHDKALVFSAADNFHGRTMTAISLSVD-PESRDNYGPYVPQIGAVSP--STGKTIRYNNIADLEEVLEA-HGKETAAFIVEPIQGEAG   239
gi|19113380|ref|NP_596588.1| VEQAQRVTLSSRAFYNDKFGPFAKYITEYFGYEMVIPMNTGAEAVETACKLARLWGYKAKKIPTDEAIILSCVDNFHGRTMGIISMSTD-PDARDNYGPYLPNVGPKIS--GADRVLRYNNIEDLKYYLDT-FGPKVAAFLVEPIQGEAG   220
gi|50303653|ref|XP_451768.1| VDQASKLTLSSRAFSNDCFASFSKFVTEFFGYESVLPMNTGAEAVESALKLARRWGYMVKKIQPNEAIILGARGNFHGRTFGAISLSTDEEDSRMNFGPFLENVTAKIPGGSDDEFIRYGEIDDYKRAFES-HGDKICAVIVEPIQGEAG   221
gi|45190728|ref|NP_984982.1| VDQASRLTLSSRAFSNDCFAAFAKYVTEYFGYGMVLPMNTGAEAVETALKLARRWGYMKKGIAADEAIILGASGNFHGRTFGAISLSTDEEDTRKHFGPFLKNTTAELPDGSG-EQIRFGELADLERAFKH-AGERIAAVILEPIQGEAG   218
gi|6323470|ref|NP_013542.1| TEQAQTLTLSSRAFHNDVYAQFAKFVTEFFGFETVLPMNTGAEAVETALKLARRWGYMKKNIPQDKAIILGAEGNFHGRTFGAISLSTDYEDSKLHFGPFVPNVAS----GHSVHKIRYGHAEDFVPILESPEGKNVAAIILEPIQGEAG   215
gi|21357415|ref|NP_649139.1| TAQASKLALTSRAFYSDVLGEYEEYVTKLFGFDKVLPMNTGVEGGETACKLARKWGYLEKKIPANQAKIIFARNNFWGRTLSAVSASND-PSSYEGFGPFMP----------GFELIEYDNVSALEESLKD---PNVCAFMVEPIQGEAG   231
gi|158297845|ref|XP_318019.4| TEQAQVLTLTSRAFYSNVLGEYEQFVTNLFGYDKVLPMNTGVEGGETACKLARKWGYKVKQIPENKAKIIFAEGNFWGRTLAAVSSSND-PSSYAGFGPFMP----------GFELIPYNDTAALEKALQD---PHVCAFMVEPIQGEAG   283
gi|8393866|ref|NP_058674.1| KSQVDKLTLTSRAFYNNVLGEYEEYITKLFNYNKVLPMNTGVEAGETACKLARRWGYTVKGIQKYKAKIVFADGNFWGRTLSAISSSTD-PTSYDGFGPFMP----------GFETIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|11968102|ref|NP_071966.1| KSQVDKLTLTSRAFYNNVLGEYEEYITKLFNYNKVLPMNTGVEAGETACKLARRWGYTVKGIQKYKAKIVFAVGNFWGRTLSAVSSSTD-PTSYDGFGPFMP----------GFETIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|4557809|ref|NP_000265.1| KSQVDKLTLTSRAFYNNVLGEYEEYITKLFNYHKVLPMNTGVEAGETACKLARKWGYTVKGIQKYKAKIVFAAGNFWGRTLSAISSSTD-PTSYDGFGPFMP----------GFDIIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|114633242|ref|XP_508094.2| KSQVDKLTLTSRAFYNNVLGEYEEYITKLFNYHKVLPMNTGVEAGETACKLARKWGYTVKGIQKYKAKIVFAAGNFWGRTLSAISSSTD-PTSYDGFGPFMP----------GFDIIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|73998800|ref|XP_535050.2| KNQADKLTLTSRAFYNNVLGEYEEYVTKLFNYHKVLPMNTGVEAGETACKLARRWGYTVKGIPKYKAKIVFAAGNFWGRTLSAISSSTD-PSSYDGFGPFMP----------GFEIIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   238
gi|77735431|ref|NP_001029412.1| KSQVDKLTLTSRAFYNNVLGEYEEYVTKLFNYHKVLPMNTGVEAGETACKLARKWGYTVKGIPKYKAKIVFAAGNFWGRTLSAISSSTD-PTSYDGFGPFMP----------GFEIIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|57529515|ref|NP_001006567.1| KAQSEKLTLTSRAFYNDVLGEYEEFVTKMFNYNKVLPMNTGVEAGETACKLARKWAYTVKGIPKYKAKIIFAAGNFWGRTMSAISSSTD-PSSYDGFGPFMP----------GFELIPYNDLPALERALQD---PNVAAFMVEPIQGEAG   237
gi|189526312|ref|XP_701334.3| TAQASRLTLTSRAFYNDILGAYEQYITGLFGYDKVLPMNTGVEGGETACKLARKWAYSVKGIPKYEAKIVFAAGNFWGRTMAAISSSTD-PSSYDGFGPFMP----------GFELVPYNDIPALEKALQD---PHVAAFMVEPIQGEAG   242
gi|25144271|ref|NP_741194.1| QEQASTLTLTSRAFYNNVLGEYEEYVTKLFKYDKVLPMNTGVEACESAVKLARRWAYDVKGVKDNEAVVVFAENNFWGRSIAAISASTD-PDSFARFGPFVP----------GFKTVPYNNLKAVEDAIKD---KNVAAFMVEPIQGEAG   218
gi|86170756|ref|XP_966078.1| INQAKKLTICSRAFFSDSLGVCERYLTNLFGYDKVLMMNTGAEASETAYKLCRKWGYEVKKIPENSAKIIVCNNNFSGRTLGCVSASTD-KKCKNNFGPFVP----------NFLKVPYDDLEALEKELQD---PNVCAFIVEPVQGEAG   207
gi|15237392|ref|NP_199430.1| QEQVEKLTLSSRAFYNDKFPVFAERLTNMFGYDMVLPMNTGAEGVETALKLARKWGHEKKNIPKDEAIIVSCCGCFHGRTLAIVSMSCD-NDATRGFGPLLP----------GNLKVDFGDADSLEKIFKE-KGDRIAGFLFEPIQGEAG   239
gi|115454305|ref|NP_001050753.1| KEQAERLTLSSRAFYNDKFPIFAEYLTSMFGYEMMLPMNTGAEGVETAIKLVRKWGYEKKKIPKNEALIVSCCGCFHGRTLGVISMSCD-NDATRGFGPLVP----------GHLKVDFGDTDGLEKIFKD-HGERICGFLFEPIQGEAG   238
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gi|145608762|ref|XP_369877.2| VVVPDDDYLAKVHALCKKHNVLFICDEIQTGIARTGKMLCCNWA--GIKPDIVTLGKAISGGMYPVSCVLADKDVMMVVEPGTHGSTYGGNPLGCAVSIRALELVEEGKLADQADHLGRIFREGVEAFKSP---IVQQVRGKGLLNAVVI   374
gi|32403334|ref|XP_322280.1| VVVPDEDYLQKVSALCKKHNVLFICDEIQTGIARTGRMLCSDWA--NIKPDIITLGKAISGGMYPVSAVLADKEIMLVVEPGTHGSTYGGNPLGCAVSLRALELVEEEGLVEKAEKLGQIFREGVEAFKSP---IVKLVRGKGLLNAVVI   384
gi|19113380|ref|NP_596588.1| VMVPDDGYLEEAYKLCKAHNVLFIADEVQTGVARTGKMLCIEHS--NVKPDVVILGKAISGGVYPVSAVLSSREIMLNFEPGTHGSTYGGNPLGAAVSIAALEVVKEEKLTERAAVLGEKFRTALIECKSP---IVQKVRGRGLLNAVVI   365
gi|50303653|ref|XP_451768.1| IVVPRADFLTDLQELCKKHQVLLICDEIQTGIARTGKLLCYEHS-PNCKPDIILLGKAISGGVLPVSCVLSSREIMDCFTPGSHGSTYGGNPLASRVAIAALEVVQNENLVERSARLGKFLQDELVKLQHESNGVISEVRGKGLLTAIVI   370
gi|45190728|ref|NP_984982.1| IVVPPEGYLEGVQRLCREHNALFICDEIQTGIGRTGKMLCYEHS-EGVRPDIVVLGKAISGGILPVSCVLADKDIMLCFEPGSHGSTYGGNPLSSRVAVAALEVIRKENLVERARVLGEKLRAKLESLQAESNGIISEVRGKGLLSAIVI   367
gi|6323470|ref|NP_013542.1| IVVPPADYFPKVSALCRKHNVLLIVDEIQTGIGRTGELLCYDHYKAEAKPDIVLLGKALSGGVLPVSCVLSSHDIMSCFTPGSHGSTFGGNPLASRVAIAALEVIRDEKLCQRAAQLGSSFIAQLKALQAKSNGIISEVRGMGLLTAIVI   365
gi|21357415|ref|NP_649139.1| VVVPSDGYLKKVRELCTKYNVLWIADEVQTGLARTGKLLAVDYE--QVQPDILILGKALSGGMYPVSAVLCNDQVMLCIKPGEHGSTYGGNPLGCRVAMAALEVLQEEKLAENAFKMGDLLRNELSTLPKD---VVSVVRGKGLLNAIVI   376
gi|158297845|ref|XP_318019.4| VVVPDEGYLRKVRELCSKYNVLFIADEVQTGLARTGRMLAVDHE--DVKPDILILGKALSGGVYPVSAVLANDPVMLCIQPGEHGSTYGGNPLGCKVAIAALQVLVEEKLSENAERMGQLLRSSLRELPTD---VVSIVRGKGLLNAIVI   428
gi|8393866|ref|NP_058674.1| VIVPDPGYLTGVRELCTRHQVLFIADEIQTGLARTGRWLAVDHE--NVRPDMVLLGKALSGGLYPVSAVLCDDEIMLTIKPGEHGSTYGGNPLGCRIAIAALEVLEEENLAENADKMGAILRKELMKLPSD---VVTSVRGKGLLNAIVI   382
gi|11968102|ref|NP_071966.1| VIVPDPGYLTGVRELCTRHQVLFIADEIQTGLARTGRWLAVDHE--NVRPDIVLLGKALSGGLYPVSAVLCDDDIMLTIKPGEHGSTYGGNPLGCRIAIAALEVLEEEHLAENADKMGAILRKELMKLPSD---VVTAVRGKGLLNAIVI   382
gi|4557809|ref|NP_000265.1| VVVPDPGYLMGVRELCTRHQVLFIADEIQTGLARTGRWLAVDYE--NVRPDIVLLGKALSGGLYPVSAVLCDDDIMLTIKPGEHGSTYGGNPLGCRVAIAALEVLEEENLAENADKLGIILRNELMKLPSD---VVTAVRGKGLLNAIVI   382
gi|114633242|ref|XP_508094.2| VVVPDPGYLMGVRELCTRHQVLFIADEIQTGLARTGRWLAVDYE--NVRPDIVLLGKALSGGLYPVSAVLCDDDIMLTIKPGEHGSTYGGNPLGCRVAIAALEVLEEENLAENADKLGIILRNELMKLPSD---VVTAVRGKGLLNAIVI   382
gi|73998800|ref|XP_535050.2| VVVPDPGYLMGVRELCTQHQVLFIADEIQTGLARTGRWLAVDHE--GVRPDVVLLGKALSGGLYPVSAVLCDDEIMLTIKAGEHGSTYGGNPLGCRVAIAALEVLEEENLGENAEKMGIILRNELMKLPSD---IVTAVRGKGLLNAIVI   383
gi|77735431|ref|NP_001029412.1| VVVPDPGYLVGVRELCTQHQVLFIADEIQTGLARTGRWLAIDHE--NVRPDIVLLGKALSGGLYPVSAVLCDDEIMLTIKPGEHGSTYGGNPLGCRVAIAALEVLEEENLAENAEKMGIILRNELMKLPSD---VVTTVRGKGLLNAIVI   382
gi|57529515|ref|NP_001006567.1| VIVPDKGYLTGVRDLCTKHNVLFIADEIQTGLARTGKMLAVDHE--NVRPDIILLGKALSGGLYPVSAVLCDDEVMLTIKPGEHGSTYGGNPLACRVALAALEVIEEEGLVKNAEIMGNILRNELMKTPSD---IVTCVRGRGLLNAIVI   382
gi|189526312|ref|XP_701334.3| VVVPDAGYLQKVRELCTKYNVLFIADEVQTGLCRTGRRLAVDHE--AVRPDLVILGKALSGGVYPVSAVLCDDEVMLTIKPGEHGSTYGGNPLACRVAIAALEVLEEENLAANAERMGQILRAELNKLPRE---IVSGVRGKGLLNAIII   387
gi|25144271|ref|NP_741194.1| VVLPDPGYLKGVSDLCKKYNVLFITDEVQSGLGRSGKLLAHYHD--NVRPDIVVLGKALSGGFYPVSAVLCDDNVMMNIKPGEHGSTYGGNPLACKVAIAALEILQEEKLVENSAVMGDLLMSKLKTLPKD---IVSTVRGKGLFCAIVI   363
gi|86170756|ref|XP_966078.1| VIVPSDSYFPGVASLCKKYNVLFVADEVQTGLGRTGKLLCTHHY--GVKPDVILLGKALSGGHYPISAILANDDVMLVLKPGEHGSTYGGNPLAAAICVEALKVLINEKLCENADKLGAPFLQNLKEQLKDSK-VVREVRGKGLLCAIEF   354
gi|15237392|ref|NP_199430.1| VIIPPDGYLKAVRELCTKYNVLMIADEVQSGLARSGKMLACDWE--EIRPDMVILGKALGGGVIPVSAVLADKDVMLHIKPGQHGSTFGGNPLASAVAMASLDVIVEEKLVERSASLGEELRIQLNEIKKQFPKYIKEVRGRGLFNAIEF   387
gi|115454305|ref|NP_001050753.1| VIIPPDGYLKAVRDLCSRHNILMIADEIQTGIARTGKMLACDWE--NIRPDVVILGKALGAGVVPVSAVLADKDIMLCIKPGEHGSTFGGNPLASAVAVASLKVVTDEGLVERAAKLGQEFRDQLQKVQQRFPQIIREVRGRGLLNAVDL   386
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gi|145608762|ref|XP_369877.2| DESAAGGRTAWDLCMLLKSKGLLAKPTHGNIIRFAPPLIITEEELKKA----LSIIGEALTELPTAEKGDGH----------------   442
gi|32403334|ref|XP_322280.1| DESAAAGRTAWDLCILLKEKGVLAKPTHGNIIRFAPPLVITEEELRGA----IKTFGEALQELPTVTKSEGH----------------   452
gi|19113380|ref|NP_596588.1| DESKTNGRTAWDLCLIMRSRGVLAKPTHGNIIRFSPPLVITEEDLMKG----IEVIKKSLNDLPTIDMTPYAEKPIH-----------   438
gi|50303653|ref|XP_451768.1| NPEKANGRTAWDLCLLMKDQGVLAKPTHEHIIRLAPPLVISEEDLLKG----VDSIRVSLSKLPNVPKSHH-----------------   437
gi|45190728|ref|NP_984982.1| DPSKANGRTAWDLCLLMKDAGVLAKPTHEHIIRLAPPLVISEEDLMHG----VDVIKSSLEKLPTVEKAAH-----------------   434
gi|6323470|ref|NP_013542.1| DPSKANGKTAWDLCLLMKDHGLLAKPTHDHIIRLAPPLVISEEDLQTG----VETIAKCIDLL-------------------------   424
gi|21357415|ref|NP_649139.1| NQ----KFDAWEVCLRLKENGLLAKPTHGDIIRFAPPLVINETQMRES----IDIIRKTILSM-------------------------   431
gi|158297845|ref|XP_318019.4| NP----NFDAWEVCLRLKENGLIAKPTHGDIIRFAPPLTINQEQLEDC----LHIIKTTIMSFVQK----------------------   486
gi|8393866|ref|NP_058674.1| RET--KDCDAWKVCLRLRDNGLLAKPTHGDIIRLAPPLVIKEDEIRES----VEIINKTILSF-------------------------   439
gi|11968102|ref|NP_071966.1| RET--KDCDAWKVCLRLRDNGLLAKPTHGDIIRLAPPLVIKEDEIRES----VEIINKTILSF-------------------------   439
gi|4557809|ref|NP_000265.1| KET--KDWDAWKVCLRLRDNGLLAKPTHGDIIRFAPPLVIKEDELRES----IEIINKTILSF-------------------------   439
gi|114633242|ref|XP_508094.2| KET--KDWDAWKVCLRLRDNGLLAKPTHGDIIRFAPPLVIKEDELRES----IEIINKTILSF-------------------------   439
gi|73998800|ref|XP_535050.2| RET--KDYDAWKVCLRLRDNGLLAKPTHGDIIRFAPPLVIKEDEIQES----VEIINKTILSF-------------------------   440
gi|77735431|ref|NP_001029412.1| RET--KDCDAWKVCLRLRDNGLLAKPTHGDIIRFAPPLVIKEDEILEA----VEIINKTILSF-------------------------   439
gi|57529515|ref|NP_001006567.1| RET--KDYDAWKVCLRLRDNGLLAKPTHGDIIRLAPPLVIKEDEIREC----IEIIHKTILSF-------------------------   439
gi|189526312|ref|XP_701334.3| KET--KDYDAWQVCLRLRDNGLLAKPTHGDIIRLAPPLTINEQEVREC----VEIISRTILSF-------------------------   444
gi|25144271|ref|NP_741194.1| NK----KYDAWKVCLKLKENGLLAKNTHGDIIRFAPPLCINKEQVEQA----ADIIIKTVTDFAKQN---------------------   422
gi|86170756|ref|XP_966078.1| KN---DLVNVWDICLKFKENGLITRSVHDKTVRLTPPLCITKEQLDEC----TEIIVKTVKFFDDNL---------------------   414
gi|15237392|ref|NP_199430.1| NSESLSPVSAYDICLSLKERGVLAKPTHNTIVRLTPPLSISSDELRDGSEALHDVLELDLPNLLKINSGKTPVSHITECDRCGRNLYA   475
gi|115454305|ref|NP_001050753.1| SNEALSPASAYDICIKLKERGVLAKPTHDTIIRLAPPLSISPEELAEASKAFSDVLEHDLPQLQKQIKKTESAAEKQSCDRCGRDLY-   473
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