
                                                                                                                                                                                        
gi|61098143|ref|NP_598735.2| ----------------------------------------------------------------------------------------------------------------------------MAHSACGFS---------------VA   150
gi|27721843|ref|XP_236747.1| ----------------------------------------------------------------------------------------------------------------------------MARSACGFS---------------VA   150
gi|30410805|ref|NP_073753.3| ----------------------------------------------------------------------------------------------------------------------------MAGLNCGVS---------------IA   150
gi|114586460|ref|XP_001147144.1| ----------------------------------------------------------------------------------------------------------------------------MAGLHCGVS---------------IA   150
gi|73986003|ref|XP_541913.2| ----------------------------------------------------------------------------------------------------------------------------MGGQRCGVA---------------LA   150
gi|194677155|ref|XP_612363.4| ----------------------------------------------------------------------------------------------------------------------------MASLNCGVA---------------VA   150
gi|118086139|ref|XP_418802.2| MDLWVLVDNKVNVIWQSALQTRKPTVSWAASKETSVTSQDQRIKKPTSEAQTTPGQPRFEAPQAEGEEAARQSPTCGLPGGTAADPSFPPSLPPSRCAEEAEAKARRQPAPASALGPCGRWRGAAHCSRCSLSSSPPRRSTSRGKVGMVG   150
gi|62122859|ref|NP_001014355.1| ----------------------------------------------------------------------------------------------------------------------------MRSWRVTCFS----------------   150
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gi|61098143|ref|NP_598735.2| LLGALLLGTAR------LLRGTEASEIALPQRSGVTVSIKLGNPALPVKICYIVMSRQHITELIIRPGERKSFTFSCSNPEKHFVLKIEKNIDCMSGPCPFGEVHLQPSTSELPILNRTFIWDVRAHKSIGLELQFATPRLRQIGPGESC   300
gi|27721843|ref|XP_236747.1| LLGTLLLGTAC------LLRGTEASEIALPRGSDITVHIKLVSPALPVKFCYIVVSRQHVTELTIRPGERKSFTFSCNNPEKHYVLKIEKNIDCMSGPCPFGEVRLQPSKSELPILNRTYIWDVRAHKSIGLELQFATPRLRQIGPGESC   300
gi|30410805|ref|NP_073753.3| LLGVLLLGAAR------LPRGAEAFEIALPRESNITVLIKLGTPTLLAKPCYIVISKRHITMLSIKSGERIVFTFSCQSPENHFVIEIQKNIDCMSGPCPFGEVQLQPSTSLLPTLNRTFIWDVKAHKSIGLELQFSIPRLRQIGPGESC   300
gi|114586460|ref|XP_001147144.1| LLGVLLLGAAR------LQRGAEAFEIALPRESNITVLIKLGTPTLLAKPCYIVISKRHITVLSIKSGERTVFTFSCQSPENHFVIEIQKNIDCMSGPCPFGEVQLQPSTSLLPTLNRTFIWDVKAHKSIGLELQFSIPRLRQIGPGESC   300
gi|73986003|ref|XP_541913.2| LLGVLLLGAGR------LPRRAEASEIALPQGSGITVFIKPGTPALPVKPCYIINSKRHKTTLTIKSGEKEIFSFSCQDPENHFVIDIQKNIDCMAGPCPFGEVQLQPSTSTLPTLNRTFIWDVRAHKSIGLELQFAPPRLRQIGPGESC   300
gi|194677155|ref|XP_612363.4| LLGILLLGAAR------LPR-GVAYEIDLPRGSGITVLLKPATQALPVKLCYIM-SKRWETTLSIKAGEKKVFSFSCQDPHNYFVIEIQKNIDCVSGQCPFGEVYLQPSTSVLPTLNRTFIWDIKASKNVSLELQFSLSRLRQIGLTENC   300
gi|118086139|ref|XP_418802.2| LRGGMGKGGGGGGDERLALWPGSSFTISLRAADNITVTIKLKPGVLPA--CLIRVKSGPRPELKIRPGENVTLSFTCNTPEKYLMMEIQKNIDCVSGPCPFGDVHLYPPG--LPRLNRIFIWDVKASTKAGLELKFSAP-LRQIQPGEMC   300
gi|62122859|ref|NP_001014355.1| -LVLLVFSLSS------VLELTGGAELNVAVEQGTTILINTSSSTSTQCKVCMRVRNQPLCQAYVVLRSDTLLDFSCSQPEKVFIVQIIRDTGTMN--------IEPKDHSAFIKFNRTFTWNLKPLVSKSLQLNFSSTGLRQIEPEDSC   300
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gi|61098143|ref|NP_598735.2| ADGVTHSISGHIDA-TEVRIGTFCSNGTVSRIKMQEGVKMALHLPWFHRRNVSGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPGGFPEDELMTWQFVVPAHLRASVSFLNFNVSNCERKEERVEYYIPGSTTNPEVFRLEDKQPGN   450
gi|27721843|ref|XP_236747.1| ADGVTHSISGHIDA-TEVRIGTFCSNGTVSRIKMQEGVKMALHLPWFHPRNISGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPGGFPEDELMTWQFVVPAHLRASVSFLNFNVSNCERKEERVEYYIPGSTTNPEVFRLEDQQPGN   450
gi|30410805|ref|NP_073753.3| PDGVTHSISGRIDA-TVVRIGTFCSNGTVSRIKMQEGVKMALHLPWFHPRNVSGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPEGFPEDELMTWQFVVPAHLRASVSFLNFNLSNCERKEERVEYYIPGSTTNPEVFKLEDKQPGN   450
gi|114586460|ref|XP_001147144.1| PDGVTHSISGRIDA-TAVRIGTFCSNGTVSRIKMQEGVKMALHLPWFHPRNVSGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPEGFPEDELMTWQFVVPAHLRASVSFLNFNLSNCERKEERVEYYIPGSTTNPEVFKLEDKQPGN   450
gi|73986003|ref|XP_541913.2| PDGVTHSISGRIDA-TAVKIGTFCSNGTVSRIKMQEGVKMALHLPWFHNRNISGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPDGFPEDELMTWQFVIPAHLRASVSFLRFNVSNCEKKEERVEYYIPGSTTNPEVFRLQDKQPGN   450
gi|194677155|ref|XP_612363.4| PDGVTHRISGRVDASTMVRIGTFCGNGTVSRIKMQEGVNLALDLPWFHSRNVSGFSIANRSSIKRLCIIESVFEGEGSATLMSANYPAGFPEDELMTWQFVIPAPLRASVSFLQFNVSNCVKKEERVEYYIPGSTTNPEVFKLEDQQPGN   450
gi|118086139|ref|XP_418802.2| PDLVSYNINSCIDK-ATVNIGTFCRNGSVSRVKLLGGVIMSLHLPWNLTVATSGFNIANRSSIKRLCIIESILKGESSIMLMSPNYPLGFPEDELMTWQFVVPSNMRASVFFHDYSLSNCERKEERVEYYIPGSVSNPEVFKLSDSQPAN   450
gi|62122859|ref|NP_001014355.1| PDNHRYILA--VEN---ISIGTFCQNGVIRQIDVRNAGKLSAEVTGGQSLSTKVIAVSVGRLMNSLVNIHAVLPEKSSIQDFIT--PNTTPENAETMWFFSMPNAYYADVRILKYTLPTCLSSESIPTMKYTWQGRDALVKRMNENQPSV   450
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gi|61098143|ref|NP_598735.2| MAGNFNLSLQGCDQDAQS-PGILRLQFQVLVQRPQDESNKTYMVDLSRERTMSLTIEPR--PVKHGRRFVPGCFVCLESRTCSTNVTLTAGSIHKISFLCDDLTRLWVNVEKTLSCLDHRYCYRQSFKLQVPDYILQLPVQLHDFSWKLL   600
gi|27721843|ref|XP_236747.1| MAGNFNLSLQGCDQDAQS-PGILRLQFQVLVQRPQNESNITYMVDLSQERTMSLTIEPR--PVKHGRRFVPGCFVCLDSRTCSTNVTLTAGSKHKISFLCDDLARLWMNVEKTLSCLDHRYYYGKSFNLQVPKDILQLPVQLHDFSWKLL   600
gi|30410805|ref|NP_073753.3| MAGNFNLSLQGCDQDAQS-PGILRLQFQVLVQHPQNESNKIYVVDLSNERAMSLTIEPR--PVKQSRKFVPGCFVCLESRTCSSNLTLTSGSKHKISFLCDDLTRLWMNVEKTISCTDHRYCQRKSYSLQVPSDILHLPVELHDFSWKLL   600
gi|114586460|ref|XP_001147144.1| MAGNFNLSLQGCDQDAQS-PGILRLQFQVLVQHPQNESNKIYVVDLSNERAMSLTIEPR--PVKQSRKFVPGCFVCLESRTCSSNVTLTSGSKHKISFLCDDLTRLWMNVEKTISCTDHRYCQRKSYSLQVPSDILHLPVELHDFSWKLL   600
gi|73986003|ref|XP_541913.2| MAGNFNLSLQGCDQDAQN-PGILRLQFQVLVQHPQNESNKIYLVDLSNEQAMSLTIEPR--PIKLSRKFVPGCFVCLESRTCSTNLTLTAGSKHKISFLCDNLTRLWINAEKTISCLDHRNCRRRPYSLQVPVDILQLPVQLHDFSWKLL   600
gi|194677155|ref|XP_612363.4| MAGNFNLSLQGCDQDAQN-PGILRLQFQVSVQHPQNDSNKTYVVDLSKERTMSLSIEPR--PNKLKREFVPSCFVCLNSRTCSTNLTLTAGSKHTISFLCDDLTRLWINAEKTISCLDHRYCHRMRYSLQLPPSVFQLPVQLHDFTWKLL   600
gi|118086139|ref|XP_418802.2| IAGSFNMSLQGCDQDAQN-PGVLRLLFQVIVQHPQIDENVIHLVDLSKERNMTVTIHFEGWPRRTPLVSEPMCLICKDPRTCDRVLTLASGATYKISFLCKDLSHLRITAEKGISCVGLRWCESRIYSLSVPKTITQLPVQLHKFIWKLI   600
gi|62122859|ref|NP_001014355.1| EPGNFNISIKNCKMSTVSSLNRLMVHFQISAIKRRKGQCEGDLPDKQVLKIQVMKKDPK-----------SVCVLKLDSVIMDT-VTIASGNHFILNTFDCNKDELELTVIQTEECKEWRNCTSTLFPLHFNYEQQCIPGVLKMITWYIQ   600
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gi|61098143|ref|NP_598735.2| VPKDKLSLMLVPGQKLQQHTQERPCNTSFGYHVTSTTPGQDLYFGSFCSGGSIEKIQVKQN-SSVTLRAYAPSFQQEVSKQGLIVSYTPYFKEEGIFTVTPDTKNKVYLRSPNWDRGLPALSSVSWNISVPSNQVACLTVLKERSGLACQ   750
gi|27721843|ref|XP_236747.1| VPKDRLGLMLVPGQKLQQHTRERPCNTSFGYQVASTTPGQDLYFGSFCPGGSIEKIQVKQN-SSVTLRTYAPGFQQEVSKQVLTVSLIPYFKEEGIFTVTPDSKNKVYLRSPNWDRGLPALSSVSWNISVPSNQVACLTFFRERSGLACQ   750
gi|30410805|ref|NP_073753.3| VPKDRLSLVLVPAQKLQQHTHEKPCNTSFSYLVASAIPSQDLYFGSFCPGGSIKQIQVKQN-ISVTLRTFAPSFQQEASRQGLTVSFIPYFKEEGVFTVTPDTKSKVYLRTPNWDRGLPSLTSVSWNISVPRDQVACLTFFKERSGVVCQ   750
gi|114586460|ref|XP_001147144.1| VPKDRLSLVLVPAQKLQQHTHEKPCNTSFSYLVASAIPSQDLYFGSFCPGGSIKQIQVKQN-ISVTLRTFAPSFRQEASRQGLTVSFIPYFKEEGVFTVTPDTKSKVYLRTPNWDRGLPSLTSVSWNISVPRDQVACLTFFKERSGVVCQ   750
gi|73986003|ref|XP_541913.2| VPKDKLSLALVPSQKLQQHTQEKFCNTSFSYLVASAVPGQDLYFGSFCPGGSIEQIQVKQN-ISVTLRTFAPNFQQEVSRQGLTVSFIPYFKEEGVFTVTPDTKSKVYLRSPNWDRGLPSLTSVSWNISVPSNQVACLTFLKERTGVVCQ   750
gi|194677155|ref|XP_612363.4| VPKDRLSLALVPAQKLQQHTHERVCNTSFSYLVASAVPGQNLYFGSFCSGGSIEQIQVKEN-ISVTLRTFAPNFQHESAKQDLTVSFIPHFKEESVFTVTPDTKNKVYLRTPNWDRGLPSLASVSWNISVPRNQVACLTFLKERTGVVCQ   750
gi|118086139|ref|XP_418802.2| APEEINIEITSPSLKLRQHLPEQNCNTSYSYSIISATPETEMNVGIFCPGGAIEKIQLRNN-ITISLKTFGKGFLNESNHQDLKMSFVPHIKDECTFTVSPDSKAKTYLQTPNSHYGLPPYVSISWYIIVPSKQVARLGFSTDRMGITCE   750
gi|62122859|ref|NP_001014355.1| GPVNSAVELQSPTDGLRYCLPEDNCNSILLLNVSQVMN-PGTTVGQFCPKGSVQKIQIRESKIAVTASVTSFSDRSVAAKPILSYSFTQGISENYIFSVTPKMDNPTTLATPGWPSAMKASSTVSWIVNMEPQYTSVLTFRN-VSQPKCK   750
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gi|61098143|ref|NP_598735.2| SGRAFMIIQEQQSRAEEIFSLEEEVLPKPSFHHHSFWVNISNCSPMNGKQLDLLFWVTLTPRTVDLAVVIG-AAGGGALLLFALVLIICFVKK--KKKVDKGPAVGIYNGNVNTQMP-QTQKFPKGRKDNDSHVYAVIEDTMVYGHLLQD   900
gi|27721843|ref|XP_236747.1| SGRAFMIIQEQQTRAEEIFSLEEEVLPKPSFHHHSFWVNISNCSPMNGKQLDLLFWVTLTPRTVDLTVIIG-AAGGGALLLFALGLIICLVKK--KKKVDKGPAVGIYNGNANTQMP-QTQKFQKRRKDNDSHVYAVIEDTMVYGHLLQD   900
gi|30410805|ref|NP_073753.3| TGRAFMIIQEQRTRAEEIFSLDEDVLPKPSFHHHSFWVNISNCSPTSGKQLDLLFSVTLTPRTVDLTVILIAAVGGGVLLLSALGLIICCVKK-KKKKTNKGPAVGIYNDNINTEMPRQPKKFQKGRKDNDSHVYAVIEDTMVYGHLLQD   900
gi|114586460|ref|XP_001147144.1| TGRAFMIIQEQRTRAEEIFSLDEDVLPKPSFHHHSFWVNISNCSPTSGKQLDLLFSVTLIPRTVDLTVILIAVVGGGVLLLSALGLIICCVKK-KKKKTNKGPAVGIYNGNINTEMPRQPKKFQKGRKDNDSHVYAVIEDTMVYGHLLQD   900
gi|73986003|ref|XP_541913.2| TGRAFMIIQEQRSKAEEIFSLEDEVLPKPSFHHHSFWVNISNCSPVSGKQLDLFFWVLLTPRTVDLTVVIIAVVGGGALLLFALGFIICFVKK-KKKKKTKGPPVGIYNGNVNTQLPMQSKKFPKGRKDSESHVYAVIDDTMVYGHLLQD   900
gi|194677155|ref|XP_612363.4| TGRAFMIIQEQRAHAEEIFSLEEEVLPKPSFRYHSFWVNISNCSPMSGKQLDLLFWVSLTPRTTDLTVIILTVVGGGALLLFALGFIICFVKKNKKKKITKGPAVGIYNGNVNTQMPMQRKKFQKGRKDNDSHVYAVIDDTMVYGHLLQD   900
gi|118086139|ref|XP_418802.2| TGRAYVNIKEQMPGAEETVRREDELLPQPRNMHYNFWVNISNCKPVDPMQLSLKFWVTFVEKQIDLAVIVGVLAGFG--VLAAIGLTVCCIKK--KKKKSQNPMVGVYNTNVNTQMPGKQRLFKKDRKTNESHVYAVIDDAMVYGHLLKE   900
gi|62122859|ref|NP_001014355.1| QVHTNIAVQTIRSQTVLYTTTKDDKMKDLLLPEG-FYLNMTNCKSPTGAFRAMMEVTVQSNTNKLLGIILG---VVGVVLAIAVAVVIWFVLR--KKKRNKAPPVSVYNPSEHAFLPGLHGIPKTQEEDEENHTYAYIDDTLVYSHLLND   900
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gi|61098143|ref|NP_598735.2| SGGSFIQPEVDTYRPFQGPMGDCPPTPPPLFSRTPTAKFTAEELAPSSPPESESEPYTFSHPNKGEI---------GVRETDIPLLHTQGPVETEE   996
gi|27721843|ref|XP_236747.1| SGGSFIQAEVDTYRPFQGPMGDCPPTPPPIFSRTPTAKFTADKLAPSSPPESESEPYTFSHPNKGEV---------GVRDTGIPLLNIQGPMETEE   996
gi|30410805|ref|NP_073753.3| SSGSFLQPEVDTYRPFQGTMGVCPPSPPTICSRAPTAKLATEEPPPRSPPESESEPYTFSHPNNGDV---------SSKDTDIPLLNTQEPMEPAE   996
gi|114586460|ref|XP_001147144.1| SGGSFLQPEVDTYRPFQGTMGVCPPSPPTICSRAPTAKLATEEPPPCSPPESESEPYTFSHPNNGDV---------SSKDTDIPLLNTQEPMEPAE   996
gi|73986003|ref|XP_541913.2| SNGSFLQPEVDTYRPFQGPTGDCPPSPPAICSRAPTVKLATDEPPLGIPAESESEPYTFSHPNN--------------RDTDIPLLDTHEPEEPTE   996
gi|194677155|ref|XP_612363.4| ASGPFIQAEVDTYRPFQGPTGDFPPSPPPTNSKAPTVKLATDEPPPGSPSESESEPYTFSHPKDGKV---------SNRSTDTPLLDAHEPTEPGE   996
gi|118086139|ref|XP_418802.2| SNGS-VTPEVDVYQPFDGPMGSLPPSPPPFSFRKDVKHSPNTEEPP-LLAETDHDAYTFAHQKSGELEDNGEGNAKNNGDTSMSLLENKERDSLEE   996
gi|62122859|ref|NP_001014355.1| DADN-----KQHYEDTSGPHLNKPPLPDRPDRNVDSHALDKALLPNELYGYVQGQSTTSGPTRTAGK------------SSEEHTYETRLCV----   996
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