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gi|45190837|ref|NP_985091.1| ------------------------------------------------------------------------------------MTKQFTHTADEQRSSVVYSNSIGKGG-LFQPRDYIG-AKTTTAAEDEVTNLLGDLEQCNGRYVPMQ   150
gi|145608424|ref|XP_360580.2| MFSFRERHGSILSGITDIIPENLPLPSSFVPTAPIVQEILSRDIAECSDEDHDNEDGDDNHVHEHRSGSISHSQTPPLDIGAGPSHHHHTQTTSQDAKLAFHPNGVAYGLSGFSAVSIQGVDRPVPNPQELQQSLAAEVDLLRDNDLIPS   150
gi|22907060|ref|NP_060712.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|114668714|ref|XP_001144887.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|119912025|ref|XP_873599.2| ----------------------------MPVWSLALPQYDLDNYCHLSVPGPCKTLPEVPHLGLPTGPQRSERGAFLLERLWENFWKATLSQSTGFGSPASYTDFLIFAACVQSRRSGSRRFLAAGAGSQWPARQRFHAAFRPPALGGVE   150
gi|13385694|ref|NP_080459.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
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gi|115481600|ref|NP_001064393.1| --------------------------------------------------------------------------------MEKPAASVEEPLLVGAGEKK----GESAAAA------ELKRLLRLAGPLVASGVLRNVVQMVSVMFVGHL   300
gi|115481602|ref|NP_001064394.1| ------------------------------------------------------------------------------EPLLAAAPPTPGKAADGDGPEE----GRRLASA------EAKRLLRLAGPIVASCILQCVVNMVSVMFVGHL   300
gi|115481598|ref|NP_001064392.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|115457946|ref|NP_001052573.1| --------------------------------------------------------------------------------MAAPPSMEEPLLGGGNGEEKKGGSSRLAVVA------EVRKQLYLAGPLIAGWLLQNVVQMISVMFVGHL   300
gi|115468176|ref|NP_001057687.1| --------------------------------------------------------------------------------MAAKGSPEEEALLAGVGGDHQLVESDELAPAAAVVREEVKKQLWLAVPLVAGALLQNVIQMISVMFVGHL   300
gi|115468182|ref|NP_001057690.1| --------------------------------------------------------------------------------MEKASCLEEALLLPESCKEEEITASD-----------EVKRQLRLAGPLIAGSLLQNLIQMISVMFVGHL   300
gi|115468180|ref|NP_001057689.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|15237158|ref|NP_200058.1| --------------------------------------------------------------------------------MRDDRERGEGDLSWPLIGEKSS------------VKEEVKKQLWLSGPLIAVSLLQFCLQVISVMFVGHL   300
gi|240254581|ref|NP_180983.4| --------------------------------------------------------------------------------MREERE---DMLSWPLIGEKEKRSRF--------VKEEVEKQLLLSGPLIAVSLLQFCLQIISVMFVGHL   300
gi|15219524|ref|NP_177511.1| --------------------------------------------------------------------------------MEDGVT------PPLLITEKDTTMIR--------VKEEVKKQLWLSAPLIGVSLLQYSLQVISVMFVGHL   300
gi|50312043|ref|XP_456053.1| HEYGSTGRTGSSDSSEIHS-----------------------ALPKNLIREERDLLMDNKLYNSNHALHNHAAYSTND--PNS-SFAPTSSIEDQEVIETWEDAIESGKDINTTFKREAIVITSNASPLVLTFILQNSLSLASIFSVSHL   300
gi|45190837|ref|NP_985091.1| AHGGHDESDLTPFGTPSHRRTL--------------------SMQQSLLEQERELLIDNKLYDARHGSDCAISLVASE--CGSGNGALLSEQEAQNVMSAWEHAIESGKTITTSYKRESTVLTKNALPLVATFILQNSLSLASVFSVSHL   300
gi|145608424|ref|XP_360580.2| HSSEQRRRSSATFSGRVYRRFLSTRVRDHDRPVDIFSSDVFRSSSQSVLPDERAPLLPGRRRPSTDTEETLGESDGDSEAVSDSEDESVPTPPADEVHQKWDSAVAA-QVLRTTWQREAKTLVQYSAPLIVTFLLHYSVTVASVLTVGRL   300
gi|22907060|ref|NP_060712.2| ------------------------------------------------------------------------------------MEAPEEPAPVRGGPEATLEVRGSRCLRLSAFREELRALLVLAGPAFLVQLMVFLISFISSVFCGHL   300
gi|114668714|ref|XP_001144887.1| ------------------------------------------------------------------------------------MEAPEEPAPVRGGPEATLEVHGSRCLRLSAFREELRALLVLAGPAFLVQLMVFLISFISSVFCGHL   300
gi|119912025|ref|XP_873599.2| PARAGGPSPRRAFHFLLLSGASFNCVFGVPELAGLGQLSGRPGPGGGGASKVGGGRPGAGTGARLARPGLPSASCALPVAGARYMEASEELTPGPGARALSPERRAPRCLRLADLRRELRALLFLAGPAFLAQLMVFLIGFVSSVFCGHL   300
gi|13385694|ref|NP_080459.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|62078965|ref|NP_001014140.1| ------------------------------------------------------------------------------------MEVLEEPAPGPGGADAA-ERRGLRRLLLSGFQEELRALLVLAGPAFLAQLMMFLISFISSVFCGHL   300
gi|73956142|ref|XP_546648.2| AGAVELPAVRRLSPLLPQSARSMEGAVMLP-----------------------------QMLLHLESATKVLFGCALGVGGNPFLDHVSLRFAERYCTAYVWQVVVVGCEVVGNHPKELSSFSVSS--KFLAQLMVFLISFVSSVFCGHL   300
gi|189534168|ref|XP_688576.2| ------------------------------------------------------------------MEMNSIHTEDHINGYQKEEKVEDAQLTS--RSICAECLRKLRRLLPVNYKEEVMQLLKLAGPVFISQLMIFLISFVSTVFCGHL   300
gi|122114563|ref|NP_001073648.1| ------------------------------------------------------------------MDSITSYNVTQMNGDTKQEKCDDVLSTSSTQKFCGGCRKKLRSLLPVNYKTEIVELLKLAGPVFISQLMIFLISFVSTVFCGHL   300
gi|118100277|ref|XP_415860.2| -----------------------------------------------------------------------------------MKRPEENGISEGTADGRGQKRSWMQRLIPDSFWEDAKKLLVLAGPLILIQLLIFLIHLVSSIFCGHL   300
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gi|115481600|ref|NP_001064393.1| GELPLAGASLATSLANVTGFSLLFGMASALDTLCGQAYGARQHHLLGVYKQRAMLVLAVAAVPIALVWASA-GEILLLFGQDPAIAAEAGAYARWLIPSLVPFVPLVCHIRFLQAQSAVLPVMASCGVTAASHVAVCWALVRK--AGMGS   450
gi|115481602|ref|NP_001064394.1| GELPLAGASLATSLANVTGYSLLTGMATAMDTLCGQAYGARQYHLLGVYKQRAMVVLAAACVPIALVWASA-GRILLLLGQDAGIAAEAGAYARWMLPSLAAYVPLQCHIRFLQTQTVVLPVTASSAATALLHPLVCWLLVFR--AGMGS   450
gi|115481598|ref|NP_001064392.1| --------------------SDQFGMSSALDTLCGQAYGAGQHRLLGVYAQRAMLVLAAAAVPIALVWASA-GEILLLFGQDPAIAAEAGAYARWMIPSLAAYVPLACALRFLQAQGIVVPVMASSGVAAVGHVAVCWALVHK--AGMGS   450
gi|115457946|ref|NP_001052573.1| GELELSSASIATSFAGVTGFSLLAGMASSLDTLCGQAFGAKQHRLVGVYKQRAMVVLGLASVCVAAVWAYT-GELLLLFGQDPEIAAAAGSYIRWMIPALLAYGPLQCHVRFLQTQNAVMPVMLSSGAAAACHLPVCWLLVYG--AGLGS   450
gi|115468176|ref|NP_001057687.1| GELPLAGASMASSFASVTGLSLLLGMASALDTLCGQAFGSRQYHLLGVYKQRAMLLLTAVSVPLVVVWFYT-GDILVAFGQDADIAAEAGAYARWMIPALFAYGPLQCHVRFLQTQNVVLPVMASAGAAALCHLVVCWALVYA--AGMGS   450
gi|115468182|ref|NP_001057690.1| GELPLAGASMASSFAAVTGFSLLLGLASALDTLCGQAFGARQYHLLGVYKQRAMLLLTAVSVPLAVAWYYT-GDILLLFGQDADIAAEAGAYARWMIPALFAYGPLQCHVRFLQTQNMVVPVMAAAGAAALCHLGVCWALVHA--AGMGS   450
gi|115468180|ref|NP_001057689.1| -------------------------MASALDTLCGQAFGAQQYHLLGIYKQRAMLLLTAVSVPLAVVWFYT-GDILRLFGQEADIAAEAGTYARWMIPALFAYGLLHCQIRFLQTQNVVLPVMAAAGATALCHLLVCWVLVYA--AGMGN   450
gi|15237158|ref|NP_200058.1| GSLPLSAASIATSFASVTGFSFLMGTASALDTLCGQAYGAKKYGMLGIQMQRAMFVLTLASIPLSIIWANT-EHLLVFFGQNKSIATLAGSYAKFMIPSIFAYGLLQCFNRFLQAQNNVFPVVFCSGVTTSLHVLLCWVLVFK--SGLGF   450
gi|240254581|ref|NP_180983.4| GSLPLSAASIATSFASVTGFTFLMGTASAMDTVCGQSYGAKMYGMLGIQMQRAMLVLTLLSVPLSIVWANT-EHFLVFFGQDKSIAHLSGSYARFMIPSIFAYGLLQCLNRFLQAQNNVIPVVICSGVTTSLHVIICWVLVLK--SGLGF   450
gi|15219524|ref|NP_177511.1| GSLPLSAASIATSFASVTGFTFLLGTASALETLCGQAYGAKLYGKLGIQMQRAMFVLLILSVPLSIIWANT-EQILVLVHQDKSIASVAGSYAKYMIPSLFAYGLLQCINRFLQAQNNVFPVFVCSGITTCLHLLLCWLFVLK--TGLGY   450
gi|50312043|ref|XP_456053.1| GSNELGAVTLGSMTASITGFAAIQGLCTCLDTLCAQAYGGNHYHLVGVLFQRCAIITIILSLPVLFTWWQWSEQILALFIPERELCALAAKYLQIVSLGIPAFILFECGKRFLQCQGIFHASSIVLLVCAPLNALMNYVLVWDKNIGIGY   450
gi|45190837|ref|NP_985091.1| GTKELGGITLGSMTANITGFAAIQGLCTCLDTLCSQAYGARNYTLVGLLLQRCCIISLLVFAPVVWLWVCYSEQVLGYLVSDPELCLFAAKYLRIVAAGLPAFILFECGKRYLQCQDIYHASTIVLLFCAPANAFLNYLLVWNSKVGIGY   450
gi|145608424|ref|XP_360580.2| GMVELAAVNLATMTASITCYVPVQGLATCLDTLCAQAYGSGHKHLVGLQAQRMTWFLWILMVPIAVLWWFS-GPIIEKLVPGEETAGLSSLYLRVLILGMPGVAALESGKRFVQAQGLFHATTYVLLITAPLSFFLNWLFVFR--FGWGF   450
gi|22907060|ref|NP_060712.2| GKLELDAVTLAIAVINVTGVSVGFGLSSACDTLISQTYGSQNLKHVGVILQRSALVLLLCCFPCWALFLNT-QHILLLFRQDPDVSRLTQTYVTIFIPALPATFLYMLQVKYLLNQGIVLPQIVTGVAANLVNALANYLFLHQ--LHLGV   450
gi|114668714|ref|XP_001144887.1| GKLELDAVTLAIAVINVTGVSVGFGLSSACDTLISQTYGSQNLKHVGVILQRSALVLLLCCFPCWALFLNT-QHILLLFRQDPDVSRLTQTYVTIFIPALPATFLYMLQVKYLLNQGIVLPQIVTGVAANLVNALANYLFLHQ--LHLGV   450
gi|119912025|ref|XP_873599.2| GKLELDAVTLAIAVVNVTGVSVGFGLSSACDTLISQTFGSQNKKHVGVILQRGVLVLLLCCLPCWALFLNT-QLILLLFRQDPAVSRLTQTYVMIFIPALPATFLYTLQVKYLLNQGIILPQMVTGVAANLVNALANYLFLYQ--MHLGV   450
gi|13385694|ref|NP_080459.1| ----------------MSDTSPQAGVLSRARLLQLRRHSSQ----------------------------------------RPERSGLAG---------------------LLERVGIVLPQIMTGIAANLVNALANYVFLYH--LHLGV   450
gi|62078965|ref|NP_001014140.1| GKLELDAVTLAIAVINVTGISVGHGLSSACDTLISQTYGSQNLKHVGVILQRGTLILLLCCFPCWALFINT-EQILLLFRQDPDVSRLTQTYVMVFIPALPAAFLYTLQVKYLLNQGIVLPQVITGIAANLVNALANYLFLHQ--LHLGV   450
gi|73956142|ref|XP_546648.2| GKLELDSVTLAIAIINVTGVSVGFGLSSACDTLMSQTYGSQNLKHVGVILQRGILVLLLCCFPCWALFLNT-ETILLLFRQDPAVSKLTQDYVMVFIPALPATFLYALQAKYLLNQGIVLPQILTGVAANLVNAVINYLFIYQ--LYLGV   450
gi|189534168|ref|XP_688576.2| GKTELAGVALAIAVINVTGISIGSGLASACDTLISQTFGSNNLKRVGVILQRGILILLLACFPCWALLINT-EPILLAVRQSPNVASLSQLYVKIFMPALPATFMYQLQGLYLQNQGIIWPQVITGAAGNILNALINYVFLYL--LDLGV   450
gi|122114563|ref|NP_001073648.1| GKTELAGVALAIAVINVTGISIGSGLASACDTLISQTFGSNNLKRVGVILQRGILILLLACFPCWALLINT-EPILLAVRQSPNVASLSQLYVKIFMPALPAAFMYQLQGRYLQNQGIIWPQVITGAAGNILNALINYVFLHL--LELGV   450
gi|118100277|ref|XP_415860.2| GKVELASVTLAIAVINVTAISVGYGLSSACDTLISQTYGSRNLLRVGVILQRAILILLLCCFPCCAVLINI-EQLLLLIRQDPEVSRLTQLYVMAFVPALPAVFLYNLETRYLQNQMIMWPVVLSGLVGNVVNVIANSVFLYV--FHLGI   450
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gi|115481600|ref|NP_001064393.1| RGAALANAVSYGVNLTIMSLYVRLSRS---CEKTWTGFS--MEAFRELRQYAELAIPAAMMVC-LEWWS----------------------FEFLVMLSG-----------LLPNPK-----------LETS---VLSICLNTGALLVMV   600
gi|115481602|ref|NP_001064394.1| KGAALANAISYAVNLAILAVYVRASNT---CKGRWSGFS--GEAFKELRQFAALAMPSAMMIC-LEWWS----------------------FEILVLLSG-----------LLPNPQ-----------LETS---VLSICLNTGALLYMV   600
gi|115481598|ref|NP_001064392.1| KGAALSGAVTYWTNLAVLALYVRLSGA---CETTWTGFS--IDAFRELRRFTELAVPSAMMVC-LEWWS----------------------FEILVLLSG-----------ILPNPQ-----------LETS---VLSICLSTSSLLFMV   600
gi|115457946|ref|NP_001052573.1| KGAALANAVAYLANAAALAAYVRLSPA---CRSTWTGFS--SEAFHDLVGFMRLAVPSALMVC-LEWWS----------------------FELLVLLSG-----------LLPNPK-----------LEAS---VLSICLNSGSLAFMI   600
gi|115468176|ref|NP_001057687.1| KGAALSNAVSYWINVAILAVYVRVSSS---CKKTWTGFS--MEAFHDPLSFFRLAIPSALMVC-LEMWS----------------------FELIVLLSG-----------ILPNPK-----------LETS---VLSISLNTAAFVWMI   600
gi|115468182|ref|NP_001057690.1| RGAALGNAVSYWINVGVLAVYVRVSRS---CKKTWTGFS--MEAFRDPLSFFRLAIPSALMVC-LEWWS----------------------FELLVLLSG-----------LLPNPK-----------LETS---VLSITLNTANCLFMI   600
gi|115468180|ref|NP_001057689.1| RGAALSNAVSYWINVAILAVYVRVSSS---CKKTWTGFS--TEAFRDALGFFRLAVPSALMVW-SSSQPKAADVRAINQPQHCFLGVDDPLWPRLCHKSKQEIERDGRWTPILRRPKGSGWIGAAIAIITTGNHRLVTATISTTHAIFTI   600
gi|15237158|ref|NP_200058.1| QGAALANSISYWLNVVLLFCYVKFSPS---CSLTWTGFS--KEALRDILPFLRLAVPSALMVC-LEMWS----------------------FELLVLLSG-----------LLPNPV-----------LETS---VLSICLNTSGTMWMI   600
gi|240254581|ref|NP_180983.4| RGAAVANAISYWLNVILLSCYVKFSPS---CSLTWTGFS--KEARRDIIPFMKLVIPSAFMVCSLEMWS----------------------FELLVLSSG-----------LLPNPV-----------LETS---CP-------RTVWMI   600
gi|15219524|ref|NP_177511.1| RGAALAISVSYWFNVILLSCYVKFSPS---CSHSWTGFS--KEAFQELYDFSKIAFPSAVMVC-LELWS----------------------FELLVLASG-----------LLPNPV-----------LETS---VLSICLNTSLTIWQI   600
gi|50312043|ref|XP_456053.1| LGAPISVVLNYWLMALGLFAYTLYTKNEKNPMKCWNGFIKPHQILKNSRKMFNLALPGIIMVE-AEFLG----------------------FEILTIFAS---------------------------HLGTHELAAQSIISTIASLAYQV   600
gi|45190837|ref|NP_985091.1| LGAPVSVVLNYWLMVLGLLLYTIFTKSEIQPRKCWTGWIKPHQIFKNYDKMLGLALPGIIMVE-AEFLG----------------------FEILTIFAS---------------------------HISVNALAAQSIIATIASLAYQI   600
gi|145608424|ref|XP_360580.2| AGSASAMAIVQNLIPILLVLYVVFFEG----RECWSGFS--WKAFRNWGPMIKLALPGMIMIE-AQFSV----------------------LEILTIAAG---------------------------QLGTAHLAAQSVLVTVTSTSFNI   600
gi|22907060|ref|NP_060712.2| IGSALANLISQYTLALLLFLYILGKKLH---QATWGGWS--LECLQDWASFLRLAIPSMLMLC-MEWWA----------------------YEVGSFLSG---------------------------ILGMVELGAQSIVYELAIIVYMV   600
gi|114668714|ref|XP_001144887.1| IGSALANLISQYTLALLLFLYILGKKLH---QATWGGWS--LECLQDWASFLRLAVPSMLMLC-MEWWA----------------------YEVGSFLSG---------------------------ILGMVELGAQSIVYELAIIVYMV   600
gi|119912025|ref|XP_873599.2| MGSALANTVSQFTLALLLFLYILAKRLH---QDTWGGWS--WECLQDWGPFFRLAVPSMLMLC-IEWWA----------------------YEIGSFLSG---------------------------VLGMVELGAQSIAYELAVIVYMV   600
gi|13385694|ref|NP_080459.1| MGSALANTISQFALAIFLFLYILWRRLH---QATWGGWS--WECLQDWASFLRLAIPSMLMLC-IEWWA----------------------YEVGSFLSG---------------------------ILGMVELGAQSITYELAIIVYMI   600
gi|62078965|ref|NP_001014140.1| MGSALANTISQFALAIFLFLYILWRKLH---HATWGGWS--WECLQDWASFLQLAIPSMLMLC-IEWWA----------------------YEVGSFLSG---------------------------ILGMVELGAQSITYELAIIVYMI   600
gi|73956142|ref|XP_546648.2| MGSALANMISQFTLALVLFHYIISGKLH---EATWGGWS--LECLQDWASFFNLAIPSMLMLC-MEWWA----------------------YEIGSLLSG---------------------------ILGMVELGAQSVVYELTVILYMI   600
gi|189534168|ref|XP_688576.2| PGSAAANAISQYSLAVILYTYIRCMGLH---KATWDGWS--WDCLQEWGSFIRLALPSMLMLC-AEWWT----------------------YEIGGFLAG---------------------------LISEVELGAQSIVYELASVMYMF   600
gi|122114563|ref|NP_001073648.1| AGSAAANTISQYSLAVFLYVYIRWKNLH---KATWDGWS--RDCLQEWGAFIRLALPSMLMLC-VEWWT----------------------YEIGGFLAG---------------------------LISETELGAQSVVYELATIAYMF   600
gi|118100277|ref|XP_415860.2| VGSAWANTIAQYSQTIFLFLYIVGKKLH---VKTWGGWS--RECLLEWDSFTSLAIPSMLMMC-IEWWT----------------------YEIGSFLIG---------------------------LLSVVELSAQSVIYEVSVVAFMI   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600



                                              :    .                                             :: * :*.     .  :                  :   .       :  :  ::      : :      ::            *  
gi|115481600|ref|NP_001064393.1| P---------IGLSTAIS--------------------------------------------TRVWNELGAGNPQAAKLATRVVICMAMTEGSVVAFTMILLR-NSWGHMYSDEAEVVTYIARMIPVLAISFFIDGMHSAL-----SGVL   750
gi|115481602|ref|NP_001064394.1| P---------LGLCSSIS--------------------------------------------TRVSNEIGAGQPQAAKRATRVVMYMALSEGLVISFTMFLLR-NVWGYMYSNEQEVVTYIARMLPILDISFFIDGLHSSL-----SGVL   750
gi|115481598|ref|NP_001064392.1| P---------RGIGSSLS--------------------------------------------TRVSNELGGGHPRAARMAARVAIAMTVLVCLVLVIAMIFLR-NVWGNAYSSEEEVVAYIASMLPVLAVSFFIDGINGAL-----SGVL   750
gi|115457946|ref|NP_001052573.1| P---------FGLGSAIS--------------------------------------------TRVSNELGAGRPEAARLASRVVMALGLVVGVAIGLAMILVR-HLWGYAYSNEEEVVQYVAKMMPILAVSFLFDDLQCVLSVRDSSGVA   750
gi|115468176|ref|NP_001057687.1| P---------FGLGSAIS--------------------------------------------TRVSNELGAGRPRAARLAVRVVVFMAVSEGLVIGLVLVGVR-YIWGHAYSDEEEVVTYVAKMMLVIAVSNFFDGIQCVL-----SGVA   750
gi|115468182|ref|NP_001057690.1| P---------FGLGAAIS--------------------------------------------TRVSNELGAGRPRAARLAVRVVTLLATLEGLGMALVLACVR-YVWGHAYSNEEEVVAYVAKMMLVLAVSNFLDGIQCVL-----SGVA   750
gi|115468180|ref|NP_001057689.1| RGDENIGGFTWQLGVIFDKYGERFINRDNHHEVFILGVQTFEHVVGRLIEVSVELAITFNRRTRVSNELGAGRPHAACLAVRVSVFMAISEGLVIGLVLISVR-NIWGHAYSNEEEVVKYVGKVLLVISVSNFFDGIQCVL-----SGVA   750
gi|15237158|ref|NP_200058.1| P---------FGLSGAAS--------------------------------------------TRISNELGAGNPKVAKLAVRVVICIAVAESIVIGSVLILIR-NIWGLAYSSELEVVSYVASMMPILALGNFLDSLQCVL-----SGVA   750
gi|240254581|ref|NP_180983.4| P---------FGLSGAAS--------------------------------------------TRVSNELGSGNPKGAKLAVRVVLSFSIVESILVGTVLILIR-KIWGFAYSSDPEVVSHVASMLPILALGHSLDSFQTVL-----SGVA   750
gi|15219524|ref|NP_177511.1| S---------VGLGGAAS--------------------------------------------IRVSNELGAGNPQVAKLAVYVIVGIAVAEGIVVVTVLLSIR-KILGHAFSSDPKIIAYAASMIPIVACGNFLDGLQCVL-----SGVA   750
gi|50312043|ref|XP_456053.1| P---------FSISISTS--------------------------------------------TRVANFIGASLYRSCVITCKVSLLLSFIISSLNMAMIYKAR-YLIARLFSSEPDVVRLVSSSLPILAFMQIFDAFNAST-----AGCL   750
gi|45190837|ref|NP_985091.1| P---------FSISISTS--------------------------------------------TRVANFIGASLYRSCIITCKVSLLLSFGVSLTSMLAIFVFRSNLAHILFLNEAEVIMLIETTLPILAVMQIFDSFNAST-----AGCL   750
gi|145608424|ref|XP_360580.2| P---------FPLAIATS--------------------------------------------TRVANLIGANLGDAARTTTKVAIFAALAVGVFNMIMLISLR-RVLPAVFTDDERVIDIASKTMIVCGIMQIFDALAAVS-----HGIL   750
gi|22907060|ref|NP_060712.2| P---------AGFSVAAS--------------------------------------------VRVGNALGAGDMEQARKSSTVSLLITVLFAVAFSVLLLSCK-DHVGYIFTTDRDIINLVAQVVPIYAVSHLFEALACTS-----GGVL   750
gi|114668714|ref|XP_001144887.1| P---------AGFSVAAS--------------------------------------------VRVGNALGAGDMEQARKSSTVSLLITVLFAVAFSVLLLSCK-DHVGYIFTTDRDIINLVAQVVPIYAVSHLFEALACTS-----GGVL   750
gi|119912025|ref|XP_873599.2| P---------TGFSVAAS--------------------------------------------VRVGNALGARDIEQAKTSSAVALLVTGLFAVIFCVLLLGCK-DVVGYVFTKDQEIVSLVAQVVPIYAVSHLFEGLACTC-----GGIL   750
gi|13385694|ref|NP_080459.1| P---------SGFSVAAN--------------------------------------------VRVGNALGAGNIDQAKKSSAISLIVTELFAVTFCVLLLGCK-DLVGYIFTTDRDIVALVAQVIPIYAVSHLFEGLACTC-----GGIL   750
gi|62078965|ref|NP_001014140.1| P---------AGFSVAAN--------------------------------------------VRVGNALGAGNIDQAKKSSAISLIVTELFAVTFCVLLLGCK-DLVGYIFTTDWDIVALVAQVVPIYAVSHLFEALACTC-----GGVL   750
gi|73956142|ref|XP_546648.2| P---------SGFSMAAS--------------------------------------------VRVGNALGAGNIEQAKKSSAVALLVTGFFAVTFCVVMLGCK-DLVGFIFTTDREIIVLVAQVIPISAVSHLFESLACTS-----GGIL   750
gi|189534168|ref|XP_688576.2| P---------LGFAVAAG--------------------------------------------VRVGNALGAGNTEQAKLSAKVSLVCGLLVSSVIAVVIAGTN-NIIGYIFSKDEDIVLRVSQVMVMYGFVHLFDATSAIT-----GGIV   750
gi|122114563|ref|NP_001073648.1| P---------LGFAVAAS--------------------------------------------VRVGNALGAGNTERAKLSAKVALVCGVLVSCVVATLIGCTK-DVIAYIFTTEEEIVSRVSQVMIMYGFFHLFDAIAGIT-----GGIV   750
gi|118100277|ref|XP_415860.2| P---------LGLGTAAS--------------------------------------------VQVGNALGAGDIEVAKRSSSTSMLCTGAFCIAVGAILAATK-DVLGYIFTNEKEIIDLVAWVMPVYVVFHLFEAMCCAC-----GGVL   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                   * * *       *  .:*  ..* .    *       *** .:                  .*      .                                                                               
gi|115481600|ref|NP_001064393.1| TGCGKQK-IGARVNLGAFYLAGIPMAVFLAFVLHLNGMGLWLGIVCGSLSKLILLFWITMSINWEKESTRAKELVFSSSLPVA-------------------------------------------------------------------   900
gi|115481602|ref|NP_001064394.1| TGCGKQK-IGAAVNLGAFYLVGIPVAVLLAFYLHLNGMGLWLGIVCGSIIKLLVLIIVSCCIDWEKEAILAKDRVFSSSLPVA-------------------------------------------------------------------   900
gi|115481598|ref|NP_001064392.1| TGCGKQN-IGAHVNLAAFYLVGIPTAVLLAFVLHLNGEGLWLGLVCGSISKVGMLLFITLRTDWGKEVRKPSPYKHFG------------------------------------------------------------------------   900
gi|115457946|ref|NP_001052573.1| RGCGWQK-IGAIVNLGAYYLVGIPAALCFAFVYHLGGMGLWLGIMCALIVQMLLLLAITVCTNWEKEALKAKERVFSSSLPADMT-----------------------------------------------------------------   900
gi|115468176|ref|NP_001057687.1| RGCGWQK-IGACVNLGAYYIVGIPSAYLIAFVLHVGGMGLWLGIICGLLVQVLLLMAITLCTNWDKEAANAKDRVFSSSLPSDLAT----------------------------------------------------------------   900
gi|115468182|ref|NP_001057690.1| RGCGWQK-IGACINLGAFYVVGVPAAYLAAFVLRAGGLGLWMGIICGVAVQTLLFLAITSRTDWQKEAKMAKDRVFSSSLPTDLAT----------------------------------------------------------------   900
gi|115468180|ref|NP_001057689.1| RGCGWQK-IGACVNLGAYYIVGIPSAYLIAFILHLSGMGLWLGITCGILVQVVLLMAFTLCTNWDKEAANAKHRALNSSLPSDTAT----------------------------------------------------------------   900
gi|15237158|ref|NP_200058.1| RGCGWQK-IGAIINLGSYYLVGVPSGLLLAFHFHVGGRGLWLGIICALVVQVFGLGLVTIFTNWDEEAKKATNRIESSSSVKDFAVDDRSVVVF--------------------------------------------------------   900
gi|240254581|ref|NP_180983.4| RGCGWQK-IGAFVNLGSYYLVGVPFGLLLGFHFHVGGRGLWLGIICALIVQGVCLSLITFFTNWDEEVKKATSRAKSSSEVKEFAVDNGSILV---------------------------------------------------------   900
gi|15219524|ref|NP_177511.1| RGCGWQK-IGACVNLGSYYLVGVPLGLLLGFHFHIGGRGLWLGIVTALSVQVLCLSLVTIFTNWDKEAKKATNRVGSS-DDKDGDVQ---------------------------------------------------------------   900
gi|50312043|ref|XP_456053.1| RGQGQQK-IGGYINVFAFYCIGIPVSYLLTFHYGFGVSGLWWGITSGLVFMSIFQSYAVFHCNWNDIIRAAKSRNSEGAMV---------------------------------------------------------------------   900
gi|45190837|ref|NP_985091.1| RGQGQQKDWWLLSNVFAFYCIGIPMSYFLSFHCDLGVKGLWYGITCALIVMSVCQSYAVFNCSWEELVKAANLRTSEDVF----------------------------------------------------------------------   900
gi|145608424|ref|XP_360580.2| RGVGRQA-VGGYANLFSYYFVALPVSLSTAFALGWKLSGLWAGLVSGLAVVSALELLYLYNSDWESAIAQAAARMRSEEVEIVEPKAGH-------------------------------------------------------------   900
gi|22907060|ref|NP_060712.2| RGSGNQK-VGAIVNTIGYYVVGLPIGIALMFATTLGVMGLWSGIIICTVFQAVCFLGFIIQLNWKKACQQAQVHANLKVNNVPRSGNSALPQDPLHPGCPENL-EGILTNDVGKTGEPQS--------DQQMRQEEPLPEHPQDGAKLS-   900
gi|114668714|ref|XP_001144887.1| RGSGNQK-VGAIVNTIGYYVVGLPIGIVLMFATTLGVMGLWSGIIICTVFQAVCFLGFIIQLNWKKACQQAQVHANLKVNNVPRSGNSAVPQDPLHPGCPENL-EGILTNDVGKTGEPQS--------DQQMRQEEPLPEHPQDGAKLS-   900
gi|119912025|ref|XP_873599.2| RGTGNQK-AGAIINAVGYYVLGLPIGISLMFAAGLGLLGLWSGITICTISQAACFLGFIARLNWKKACQQAQEHANLKRR-MAGNGMATLPQDPLCPVGPENR-GGMLIRDVGQKEETQS--------DQQMRQEECLEVHPRAAWRLS-   900
gi|13385694|ref|NP_080459.1| RGTGNQK-VGAIVNAIGYYVIGLPIGIALMFAAKLGVIGLWSGIIICTTCQTTCFLAFIARLNWKRACQQAQVHANLKVN-VALN--SAVSHEPAHPVCPESH-GEIMMTDLEKKDETQL--------DQPMNQQQALPIRPKDSNKLS-   900
gi|62078965|ref|NP_001014140.1| RGTGNQK-VGAIVNAIGYYVIGLPIGISLMFVAKLGVIGLWSGIIICSVCQTSCFLVFIARLNWKLACQQAQVHANLKVN-VALN--SAVSQEPAHPVGPESH-GEIMMTDLEKKDEIQL--------DQQMNQQQALPVHPKDSNKLS-   900
gi|73956142|ref|XP_546648.2| RGTGNQK-VGAIVNAIGYYVIGLPVGISLMFATKLGVIGLWSGIIICAITQSLCFLGFILRLNWKKACEEAQVHANLRLN-TTQDGTSAACQDPGHPVGPENR-GGISMQDVRRKVRAPVGQQVCQPTHQPMHGEEHLCVQPTGTATLT-   900
gi|189534168|ref|XP_688576.2| RGAGKQQ-IGALCNMVGYYCVGFPIGVSLMFAFNMGIVGLWIGFFTCVFLQSLFFIILIYRLDWKKATQEALIRAGVQLTEIKYESFGLENKGCTEEAAQEN--TEEGQTDTNTDLEGLS---------KGEGGITDAVALVTVGEVLT-   900
gi|122114563|ref|NP_001073648.1| RGAGKQL-LGALCNIVGYYFVGFPTGVSLMFALSMGIIGLWIGFFGCVFLQSLFFIILIYKLDWKKATQEALIRAGVQLTETKDESFGLENKGCTEEAAKESQITEEGLTDANTDLEGLS---------KGGEGISEAGAKTTVGAVLT-   900
gi|118100277|ref|XP_415860.2| RGTGKQK-FGAILNAVSYYGVGLPLGAVLLFVARIGVIGLWLSMLVCVSMLCTCFLIYICRMDWRKAAEEAQRRAGVTPQPLEEQHQNPEPHSKGPSLAPHTHLPAAAVRGCVAGMDAQNG-----VVLTGITRTEGANFREEPRGALPG   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900



                                                                                                                                                                                        
gi|115481600|ref|NP_001064393.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115481602|ref|NP_001064394.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115481598|ref|NP_001064392.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115457946|ref|NP_001052573.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115468176|ref|NP_001057687.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115468182|ref|NP_001057690.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|115468180|ref|NP_001057689.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|15237158|ref|NP_200058.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|240254581|ref|NP_180983.4| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|15219524|ref|NP_177511.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|50312043|ref|XP_456053.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|45190837|ref|NP_985091.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|145608424|ref|XP_360580.2| ------------------------------------------------------------------------------------------------------------------------------------------------------  1050
gi|22907060|ref|NP_060712.2| ---RKQLVLRRGLLLLGVFLILLVGILV-RFYVRIQ------------------------------------------------------------------------------------------------------------------  1050
gi|114668714|ref|XP_001144887.1| ---RKQLVLRRGLLLLGVFLILLVGILV-RFYVRIQ------------------------------------------------------------------------------------------------------------------  1050
gi|119912025|ref|XP_873599.2| ---GRQLVLRRGLLLLAVLVILLVGILV-KVYVRVP------------------------------------------------------------------------------------------------------------------  1050
gi|13385694|ref|NP_080459.1| ---GKQLALRRGLLLLGVVLVLVGGILV-RVYIRIE------------------------------------------------------------------------------------------------------------------  1050
gi|62078965|ref|NP_001014140.1| ---GKQLALRRGLLFLGVVLVLVGGILV-RVYIRTE------------------------------------------------------------------------------------------------------------------  1050
gi|73956142|ref|XP_546648.2| ---GSQLLLRRGLLLVGVFSVLLMGILV-RVYIKIKWYPSLPETSKRICPFSSGGPGIRMGDGGWGCGGLISGPTLQAEECTPPPPPASAGNTFCNTPFLAQLMIFLIGVVSSIFCGHLGKVELDAVTLAVSVVNVTGISVGTGLASACD  1050
gi|189534168|ref|XP_688576.2| ---AKQLAVRRGLAFFFMLLILTGGIVLNEVLIRFVI-----------------------------------------------------------------------------------------------------------------  1050
gi|122114563|ref|NP_001073648.1| ---TKQLIVRRGLAVLLMVLILAGGIVLNEMLVRYLR-----------------------------------------------------------------------------------------------------------------  1050
gi|118100277|ref|XP_415860.2| AAPSRGLILRRGLTAAAAIAVLALGVVIKLVTSKH-------------------------------------------------------------------------------------------------------------------  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                   
gi|115481600|ref|NP_001064393.1| ---------------------------------  1083
gi|115481602|ref|NP_001064394.1| ---------------------------------  1083
gi|115481598|ref|NP_001064392.1| ---------------------------------  1083
gi|115457946|ref|NP_001052573.1| ---------------------------------  1083
gi|115468176|ref|NP_001057687.1| ---------------------------------  1083
gi|115468182|ref|NP_001057690.1| ---------------------------------  1083
gi|115468180|ref|NP_001057689.1| ---------------------------------  1083
gi|15237158|ref|NP_200058.1| ---------------------------------  1083
gi|240254581|ref|NP_180983.4| ---------------------------------  1083
gi|15219524|ref|NP_177511.1| ---------------------------------  1083
gi|50312043|ref|XP_456053.1| ---------------------------------  1083
gi|45190837|ref|NP_985091.1| ---------------------------------  1083
gi|145608424|ref|XP_360580.2| ---------------------------------  1083
gi|22907060|ref|NP_060712.2| ---------------------------------  1083
gi|114668714|ref|XP_001144887.1| ---------------------------------  1083
gi|119912025|ref|XP_873599.2| ---------------------------------  1083
gi|13385694|ref|NP_080459.1| ---------------------------------  1083
gi|62078965|ref|NP_001014140.1| ---------------------------------  1083
gi|73956142|ref|XP_546648.2| TLMSQLDPFLVVEGDSNSGSLEEKECGQGSREA  1083
gi|189534168|ref|XP_688576.2| ---------------------------------  1083
gi|122114563|ref|NP_001073648.1| ---------------------------------  1083
gi|118100277|ref|XP_415860.2| ---------------------------------  1083
                         ......1060......1070......1080...


