
                                                                                                                           :    :    ::    .     :       :            :    * .. ::* : : 
gi|31542017|ref|NP_848756.2| -----------------------------------------------------------------------------------------MELFQAKDHYILQQGERALWCSRR---DGGLQLRPATDLLLAWNPICLGLVEGVIGKIQLH   150
gi|109459467|ref|XP_219372.4| MVITVQKVQELWGEGERPPGPGLSDRVLGRRVRSPSASPPCSSVGWFLGVSSRHGLCGRGGGGRLHRSWAGRCGAWVGGPPPPGARGAGMELFQAKDHYILQQGERALWCSRR---DGGLQLRPATDLLLAWNPICLGLVEGVIGKIQLH   150
gi|7662414|ref|NP_055752.1| -----------------------------------------------------------------------------------------MELFQAKDHYILQQGERALWCSRR---DGGLQLRPATDLLLAWNPICLGLVEGVIGKIQLH   150
gi|114633046|ref|XP_508074.2| -----------------------------------------------------------------------------------------MELFQAKDHYILQQGERALWCSRR---DGGLQLRPATDLLLAWNPICLGLVEGVIGKIQLH   150
gi|73998919|ref|XP_535034.2| ----------------------------------------------------------------------------------------MVPGCFTSNFVFLFRISRAHLVPKSKWTSPWLFLRPSTDLLLAWNPICLGLVEGVIGKIQLH   150
gi|118093078|ref|XP_421792.2| -----------------------------------------------------------------------------------------MELFQAKDHYILQSGERALWCSRR---DGSLQLRAATDLLLAWNPICLGLVEGVIGKVQLH   150
gi|187608145|ref|NP_001119904.1| -----------------------------------------------------------------------------------------MELFQAKDHYILQSGDNALWCSRK---DGSMAVRPATDLLLAWNPVCLGLVEGIIGKMQLH   150
gi|17509655|ref|NP_493393.1| -----------------------------------------------------------------------------------------MIIYTTPTALILEEQGERVEFDRR--NGKVLEKPEESLEILDQDVVLCGNVEFLIGKISFD   150
gi|116008066|ref|NP_001036740.1| -----------------------------------------------------------------------------------------MEVFQTDSHYIFVKRDKSLWWHRR---TSEFSIKAGWDLSSVDDIECIGVTHGIVGVISLP   150
gi|158288768|ref|XP_310609.3| -----------------------------------------------------------------------------------------MEVFQTETHYIFVRKERSLWWNRY---SSEFQLKCGWDLSSVDDIECIGVTHGIVGTIALQ   150
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gi|31542017|ref|NP_848756.2| SDLPWWLILIRQKALVGKLPGDHEVCKVTKIAVLSLSEMEPQELELELCKKHHFGINKPEK-----------------------------IIPSPDDSKFLLKTFTNIKSNVSAPNKKKVKESKEKE------KLERRLLEELLKMFMDS   300
gi|109459467|ref|XP_219372.4| SDLPWWLILIRQKALVGKLPGDHEVCKVTKIAVLSLSEMEPQELELELCKKHHFGINKPEK-----------------------------IVPSPDDSKFLLKTFTNIKSNVSAPNKKKVKESKEKE------KLERRLLEELLKMFMDS   300
gi|7662414|ref|NP_055752.1| SDLPWWLILIRQKALVGKLPGDHEVCKVTKIAVLSLSEMEPQDLELELCKKHHFGINKPEK-----------------------------IIPSPDDSKFLLKTFTHIKSNVSAPNKKKVKESKEKE------KLERRLLEELLKMFMDS   300
gi|114633046|ref|XP_508074.2| SDLPWWLILIRQKALVGKLPGDHEVCKVTKIAVLSLSEMEPQDLELELCKKHHFGINKPEK-----------------------------IIPSPDDSKFLLKTFTHIKSNVSAPNKKKVKESKEKE------KLERRLLEELLKMFMDS   300
gi|73998919|ref|XP_535034.2| SDLPWWLILIRQKALVGKLPGDHEVCKVTKIAVLSLSEMEPQDLELELCKKHHFGINKPEK-----------------------------IVPSPDDSKFLLKTFTHIKSNVSAPNKKKVKESKEKE------KLERRLLEELLKMFMDS   300
gi|118093078|ref|XP_421792.2| TDLPWWLLLIRQKALIGKLPGDHEVYKITKVAVIPLSETEPQDLELELCKKHHFGINKPEK-----------------------------ITQSPDDSKFLLKTLTQIKSNVSAPNKKKIKESKEKE------RLEKRLLEELFKMFMDS   300
gi|187608145|ref|NP_001119904.1| VDLPLGLILIRQKALVGQLPGDHKVYKITKIVVIPLSEDEPQDLELELCKKHHFGINKPER-----------------------------ITQSPDETKFLMKTLSQIKSNVGAPIKKKVKENKEKE------RLERRLLDELYKIFMDS   300
gi|17509655|ref|NP_493393.1| EQHFLFFVVDSSVVACYRGTSAESSHSIRRIERVIAINVKSD------------GSVIKSQ-----------------------------ITPGSG----------TKLKQGTEKIMKFFAEKVTKA------EPRPALLDDVLKLFNDS   300
gi|116008066|ref|NP_001036740.1| NVYEPHLVVVKEASAVGVLYPPHLVYKIKSICILSADDPDTDLPNCTKHTKSNQSTPTHSVSTSNNNNASVPSSGGGSSKSTKLFEG---MNKTWGAVKSAGNTIKNTTQQAANLATKQVKSSVGIR---EPRHIERRITEELHKIFDET   300
gi|158288768|ref|XP_310609.3| GVLDPHLIVIKEVVPVGVLYAPHLVYKIRSIAVLGPDGADTVLLGCSKHTTSQTVKVAPAGGTAAPDGHPSPAKG-------RLFESSALVNKTWGAVKSAGSTIRNTTEKAAAIATSQVKSTVSLVVKADPVRIEKRVLDELHKIFDET   300
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gi|31542017|ref|NP_848756.2| ESFYYSLTYDLTNSVQRQSTGERDGRPLWQKVDDRFFWNKYMIQALTEIGTPD--VDFWIIPIIQGFVQIEELVVNYNESSDDDKSSPETPPQDSTCVDDIHPRFLVALISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHHHTL   450
gi|109459467|ref|XP_219372.4| ESFYYSLTYDLTNSVQRQSTGEKDGRPLWQKVDDRFFWNKYMIQDLSEIGTPD--VDFWIIPIIQGFVQIEELVVNY-EPSDDDKSSPETPPQEATCVDDIHPRFLVALISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHNHTL   450
gi|7662414|ref|NP_055752.1| ESFYYSLTYDLTNSVQRQSTGERDGRPLWQKVDDRFFWNKYMIQDLTEIGTPD--VDFWIIPMIQGFVQIEELVVNYTESSDDEKSSPETPPQESTCVDDIHPRFLVALISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHNHTL   450
gi|114633046|ref|XP_508074.2| ESFYYSLTYDLTNSVQRQSTGERDGRPLWQKVDDRFFWNKYMIQDLTEIGTPD--VDFWIIPMIQGFVQIEELVVNYTESSDDEKSSPETPPQESTCVDDIHPRFLVALISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHNHTL   450
gi|73998919|ref|XP_535034.2| ESFYYSLTYDLTNSVQRQSAGERDPRPLWQKVDDRFFWNKYMIQDLTEIGTPE--VDFWILPIIQGFVQIEELVVNYNESSDDEKSSPETPPQESTCVDDVHPRFLVALISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHNHTL   450
gi|118093078|ref|XP_421792.2| DSFYYSLTYDLTNSVQRQSACEKTDLPLWRKVDDRFFWNKHMIEDLIITDNTE--VDFWIMPIIQGFVQIEELVVNYSESSDDEKSSPETPPQESTCVDDIHPTFLVVLISRRSRHRAGMRYKRRGVDKNGNVANYVETEQLIHVHNHTL   450
gi|187608145|ref|NP_001119904.1| DSFYYSLTYDLTNTVQRQGELGKSDQPLWKRVDDRFFWNKHMIKDLVDLQAPQ--VDFWVIPIIQGFVQVEELVVNYNESSDEERSSPETPLQEPTCVDDIHPRFTVALISRRSRHRAGMRYKRRGVDTDGHVANYVETEQLIHVHSHTL   450
gi|17509655|ref|NP_493393.1| KDFYFCRSRDVTISSQKYFEKRE-----AHTSEDSFFWNKRMVGNLGEAKIS----DKFTCPIMQGYVATSQLEITD----------------------QINAYLTITIISRRSTRRAGARYLRRGIDEASNVANFVETELILNIFEHEL   450
gi|116008066|ref|NP_001036740.1| DSFYFSFDCDITNNLQRHEAKSEESQ---SQPDERFFWNKHMIRDLINLN-----DKTWILPIIQGFMQVENCVIGN-------------------------ECFTLALVSRRSRHRAGTRYKRRGVDEKGNCANYVETEQILSFRHHQL   450
gi|158288768|ref|XP_310609.3| DSFYYSPNCDITNNLQRRGAP----------PDDRFYWNRPMLAELLRVVSEQPGGEDWVVPIIQGFVQVEQCVIGN-------------------------ECFTLALVSRRSRNRAGTRYKRRGVDEHGNCANYVETEQVLSLRQHQI   450
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gi|31542017|ref|NP_848756.2| SFIQTRGSVPVFWSQVGYRYNPRPRLDKSEKETVDCFCAHFEEQLKIYKK-QVIVNLVDQAGREKIIGDAYLKQVLLFNNPKLTYVSFDFHEHCRGMKFENVQTLTDAIHDIIIDMKWCWVDQAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|109459467|ref|XP_219372.4| SFIQTRGSVPVFWSQVGYRYNPRPRLDKSEKETVDCFCAHFEEQLKIYKK-QVIVNLVDQAGREKIIGDAYLKQVLLFNNPRLTYVSFDFHEHCRGMKFENVQTLTDAIHDIILDMKWCWVDQAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|7662414|ref|NP_055752.1| SFVQTRGSVPVFWSQVGYRYNPRPRLDRSEKETVAYFCAHFEEQLNIYKK-QVIINLVDQAGREKIIGDAYLKQVLLFNNSHLTYVSFDFHEHCRGMKFENVQTLTDAIYDIILDMKWCWVDEAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|114633046|ref|XP_508074.2| SFVQTRGSVPVFWSQVGYRYNPRPRLDRSEKETVAYFCAHFEEQLNIYKK-QVIINLVDQAGREKIIGDAYLKQVLLFNNSHLTYVSFDFHEHCRGMKFENVQTLTDAIYDIILDMKWCWVDEAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|73998919|ref|XP_535034.2| SFIQTRGSVPVFWSQVGYRYNPRPRLDKSEKDTVAYFCAHFEEQLKIYKK-QVIINLVDQTGREKIIGDAYLKQVLLFNSSHLTYVSFDFHEHCRGMKFENVQTLTDAIYDIILDMKWCWVDQAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|118093078|ref|XP_421792.2| SFVQTRGSVPVFWSQVGYRYNPRPRLDKSENETVACFRAHFEEQLKNYKK-QVIINLVDQTGREKIIGDAYLKQVLLYNNANLTYVSFDFHEHCRGMKFENVQTLTDAIHDIILDMKWCWVDQAGVICK-QEGIFRVNCMDCLDRTNVVQ   600
gi|187608145|ref|NP_001119904.1| SFVQTRGSVPVFWSQAGYRYNPRPRIEKGERETMPYFASHFEKEVETYKK-LVIINLVDQNGREKIIGDAYLKQVLLYNNPNLTYVSFDFHEHCRGMKFENVQTLTDAIYDIITDMRWAWVDQAGVICQ-QEGIFRVNCMDCLDRTNVVQ   600
gi|17509655|ref|NP_493393.1| SFVQCRGSIPVFWSQRGFKYRPPLIINRSVEETHGVFTEHFKRLKAHYDTPLVAVSLVDQRGRELPLAQRFLEHCVKADDNDVTFFSFDLHQHCRGLNFQKLQTLISSMEETLKTIGFCWVDKTGEVVQSQKGVVRTNCIDCLDRTNLVQ   600
gi|116008066|ref|NP_001036740.1| SFTQVRGSVPIYWSQPGYKYRPPPRLDRGVAETQQAFELHFTKELETYGR-VCIVNLVEQSGKEKTIGDAYADHVIKLNNDRLIYVTFDFHDYCRGMRFENVSALIDAVGPEAGAMGFHWRDQRGMICN-QKSVFRVNCMDCLDRTNVVQ   600
gi|158288768|ref|XP_310609.3| SFTQVRGSVPVYWSQPGYKYRPPPRLDRDEPETQAAFERHFDGELQIYQS-ICIINLVEQSGKEKIIGDAYANHVLKYNSDRLIYVTFDFHEYCRGMRFENVSSLIESLAPEAGAMGFHWRDTNGPICN-QKGVFRVNCMDCLDRTNVVQ   600
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gi|31542017|ref|NP_848756.2| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRTYQIMWANNGDSISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|109459467|ref|XP_219372.4| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRTYQIMWANNGDSISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|7662414|ref|NP_055752.1| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRIYQIMWANNGDSISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|114633046|ref|XP_508074.2| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRIYQIMWANNGDSISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|73998919|ref|XP_535034.2| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRIYQIMWANNGDSISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|118093078|ref|XP_421792.2| AAIARVVMEQQLKKLGVMPPEQPLPVKCNRIYQIIWANNGDAISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|187608145|ref|NP_001119904.1| AAIARVIMEQQLKKLGVMPPEQPLPLKCYRIYQVMWANNGDTISRQYAGTAALKGDFTRTGERKLAGVMKDGVNSANR------------------------------------------------------------------------   750
gi|17509655|ref|NP_493393.1| GQISLFVVLQQAQRLGIFGPLCEPPEVLVQTMQTMWADNGDVISTQYAGTAALKGDVTRNGERKLMGVMKDGYNSASR------------------------------------------------------------------------   750
gi|116008066|ref|NP_001036740.1| TAIGKAVLESQLVKLGLSPPYTPIPEQLKSPFMVLWANNGDIISRQYAGTNALKGDYTRTGERKISGMMKDGMNSANRFFIQNFADSFRQCIIDLMQGQLLRAEDLQEDEVLSTILQILTPETRPPLHGYYNPGVLGPELQLLESIVTTR   750
gi|158288768|ref|XP_310609.3| TAIGKAVLESQLVKLGLAMPYSQLPDALKAPFMVLWANNGDVISRQYAGTNALKGDYTRTGERKISGIMKDGMNSANR------------------------------------------------------------------------   750
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gi|31542017|ref|NP_848756.2| --------------------------------------------------YYLSRFKDAYRQAVIDLMQGVPVTEDLYSIFTKEKEHEALHKESQRSHQELISQLLQSYMQLLLPGDEKFHGGWALVDCDPSLTDAAHRDVEVLLLLSNA   900
gi|109459467|ref|XP_219372.4| --------------------------------------------------YYLSRFKDAYRQAVIDLMQGIPVTEDLYSIFTKEKEHEALQKETQRSHQELISQLLQSYMQLLLPGDEKFHGGWALIDCDPSLTDAAHRDVDVLLLLSNS   900
gi|7662414|ref|NP_055752.1| --------------------------------------------------YYLNRFKDAYRQAVIDLMQGIPVTEDLYSIFTKEKEHEALHKENQRSHQELISQLLQSYMKLLLPDDEKFHGGWALIDCDPSLIDATHRDVDVLLLLSNS   900
gi|114633046|ref|XP_508074.2| --------------------------------------------------YYLNRFKDAYRQAVIDLMQGIPVTEDLYSIFTKEKEHEALHKENQRSHQELISQLLQSYMKLLLPDDEKFHGGWALIDCDPSLIDATHRDVDVLLLLSNS   900
gi|73998919|ref|XP_535034.2| --------------------------------------------------YYLNRFKDAYRQAVIDLMQGIPVTEDLYSIFTKEKEHEALHKENQRSHQELISQLLQSYMKLLLPDDEKFHGGWALIDCDPSLIDATHRDVDVLLLLSNS   900
gi|118093078|ref|XP_421792.2| --------------------------------------------------YYLNRFRDAYRQAVIDLMQGIPVTEDLYSIFTKEKEHEALHKENLRSHQELISQLLQSYMKLLLPDDEKFHGGWALIDCDPSLIDATHKDVDVLLLLSNS   900
gi|187608145|ref|NP_001119904.1| --------------------------------------------------YYLNRFRDAYRQAVIDLMMGHPVTEDLYSIFSKEKEHEEKEKESQRGAQEQVSLLLQTYMQLLLPDDEKFHGGWALIDCDPSLIDATHKDVDVLLLLSNS   900
gi|17509655|ref|NP_493393.1| --------------------------------------------------YYLTHTKDAQRQKAINIVTG-----------QTEADENAEEEENEKEEEENISRMVTETIQFLVPTQQTVIAGWGLINAFQ-----SSDEIDTVVILTRS   900
gi|116008066|ref|NP_001036740.1| CAAQRRYQAGVDGHAIESRHLKFIVSSIAIYPLIILLQKVLFPHLILILSYYLARFKDSYRQATIDLMLGNQVSSESLSALGG--QAGPDENDGTEN-AEQAKLLVEDCRRLLLGTAQYPVGAWGLIDADPSSGDINETEVDTILLLTDD   900
gi|158288768|ref|XP_310609.3| --------------------------------------------------YYLARFKDTYRQATIDMMLGNNVSPESVSALGGTQTAATDETDALEG-AEHARLLVEDCRRLLLGTAQLPVGAWGLIDADPSTGDPSETEVDTILILTDD   900
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gi|31542017|ref|NP_848756.2| AYYVAYYDDEVDKVNQYQRLGLEDLERIEIGPEPT----LFGKPKFSCMRLHYRCKEAGGYFHTLRAVPRSPEEDGKDTLQCIAEMLQITKQAMGLDVPIIEKKLERKSSKPHEDIIGIR----SQNQGS-LAQGKSFLMSKFSSLNQKV  1050
gi|109459467|ref|XP_219372.4| AYYVAYYDDEVDKVSQYQRRSLEDLEKIEIGPEPT----LFGKPKFSCMRLHYTCKEAGGYFHTLRAVPRSPEEDGKDTLQCIAEMLQITKQAMGLHVPIIERKLERKSSKPHEDIIGIR----SQNQGS-LAQGKSFLMSKFSSLNQKV  1050
gi|7662414|ref|NP_055752.1| AYYVAYYDDEVDKVNQYQRLSLENLEKIEIGPEPT----LFGKPKFSCMRLHYRYKEASGYFHTLRAVMRNPEEDGKDTLQCIAEMLQITKQAMGSDLPIIEKKLERKSSKPHEDIIGIR----SQNQGS-LAQGKNFLMSKFSSLNQKV  1050
gi|114633046|ref|XP_508074.2| AYYVAYYDDEVDKVNQYQRLSLENLEKIEIGPEPT----LFGKPKFSCMRLHYRYKEASGYFHTLRAVMRNPEEDGKDTLQCIAEMLQITKQAMGSDVPIIEKKLERKSSKPHEDIIGIR----SQNQGS-LAQGKNFLMSKFSSLNQKV  1050
gi|73998919|ref|XP_535034.2| AYYVAYYDDEVDKVNQYQRLSLEDLEKIEIGPEPT----LFGKPKFSCMRLHYRYKEASGYFHTLRAVMRNPEEDGKDTLQCIAEMLQITKQAMGLDVPIIEKKLERKSSKPHEDIIGIR----SQNQGS-LAQGKNFLMSKFSSLNQKV  1050
gi|118093078|ref|XP_421792.2| AYYVAYYDDEIDKVNQYQRLSLEALEKIEIGPEPT----LFGKPKFSCMRLHYKYKDTSGYFHTLRAVVRNPDEDGKDTLQCIAEMLRITKQAMGLDVPIIEKKLERKSSKPHEDIIGIR----SQNRGS-LAQGKNYLLSKFSSLNQKV  1050
gi|187608145|ref|NP_001119904.1| AYYVAYYDEEADKVNQYQRLSLEGLEKIEIGPEPT----LFGKPKYCCMRLHYKNGETSGYFHTLRSVTRNPEDDGKDTLQCIAEMLRITKQAMGLDVQVVEKKLERRHSKPHEDIMGIQGKAVDQVLGSGLAQGKSFFLNKFSTLNQKV  1050
gi|17509655|ref|NP_493393.1| NLYIVTYEIDGEKMTDVQIVALEDINTIQTGTSGN----NRQCARLETLEGVFIWRPSTVRLFNNTAIRLKSLEEANEYISSVAEQIQVGRNMLTG------------------------------------AEGSVVPVAKITIPQMSV  1050
gi|116008066|ref|NP_001036740.1| CYIVAEYDSHLDKIVRFEKVQLTQVRLIELGMHQQTKIFQGSAPAHLCLRLNYSVDEQEGYFHMFRSANLRFFNNMAYVIKTQEEVAESMTSIVEMFRIALDNAGNTEVRYITGGVLQRR-----KSKLPTLDVPRGMPRNLSESQLVQL  1050
gi|158288768|ref|XP_310609.3| CYIVAEYDSHLDKIVRFENVPLASITLIELGLFQHSKMFQGPAAAHLCVRLNYAVDGVDGYFHMFRSPNIRFFNNVAVVIRKPEEIAESLTAIVDLFRIALQNCGRTEVAFQCGGSLQRR-----KSRT-LLSVPAGIPRNLSESQLVQM  1050
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gi|31542017|ref|NP_848756.2| KQTKSNVNIGNLR---KLGNFTKPEMKVNFLKPNLKVNLWKSDSSLETME-NPGVMGNKVQGESDGDISSDNDSYHSDEFLTNSKSEEDKQLANSLESVGPIDYILPSCGIIVSAPRLGSRSQSASSIDV---STHAPSEAAAGPGSELG  1200
gi|109459467|ref|XP_219372.4| KQTKSNVNIGNLR---KLGNFTKPEVKVNFLKPNLKVNLWKSDSSLETME-NPGVMGNKVQGESDGDVSSDNDSYHSDELLTNSRSEEGKQLANSLESAGPTDYLLPSCGIIASAPRLGSRSQSASSTDV---SIHAPSEATVGHGHELG  1200
gi|7662414|ref|NP_055752.1| KQTKSNVNIGNLR---KLGNFTKPEMKVNFLKPNLKVNLWKSDSSLETME-NTGVMD-KVQAESDGDMSSDNDSYHSDEFLTNSKSDEDRQLANSLESVGPIDYVLPSCGIIASAPRLGSRSQSLSSTDS---SVHAPSEITVAHGSGLG  1200
gi|114633046|ref|XP_508074.2| KQTKSNVNIGNLR---KLGNFTKPEMKVNFLKPNLKVNLWKSDSSLETME-NTGVMD-KVQAESDGDMSSDNDSYHSDEFLTNSKSDEDRQLANSLESVGPIDYVLPSCGIIASAPRLGSRSQSLSSTDS---SIHAPSEITVAHGSGLG  1200
gi|73998919|ref|XP_535034.2| KQTKSNVNIGNLR---KLGNFAKPEMKVNFLKPNLKVNLWKSDSSLETME-TTGVIDNKVQAESDGEVSSENDSYHSDEFLANSKSDEDKPLANSLENVGPRDYVLPSCGIIASAPRLGSRSQSLSSTDI---SIHAPSEI-VAHGSGFG  1200
gi|118093078|ref|XP_421792.2| KQTKSNVNISNLR---KLGSFTKPEVKVNFLKPNLKVNLWKSDSSLETLE-NP-AVDTKVHAESDTEMS-DNDSFHSDDFLTNSKSDEDNQLTDSLENIGQIDYVLPSCGIIASAPRLGSRSQSISSTDMNI-SIHVPSEIHVTQAN-QS  1200
gi|187608145|ref|NP_001119904.1| KQTKTNVNIGNFKPLGKLGTFSKPEVKVNFLKPNLHMNLWKSDSSLETHDSNTGSGALKDHGPHSEEISSDSDSYNSDEQPCSGSREN-------------VDYVLPSCGIVASAPRLGSRSQSIGSVEIAVPSVIRVTGCDEKTMDSLS  1200
gi|17509655|ref|NP_493393.1| HRKSMAAMGALFG---KIKRVGKP------------------------------------------------------------------------------------------------------------------------------  1200
gi|116008066|ref|NP_001036740.1| SSKALSNMAGQFS--KLGQTFKKPQAHPSSLAATMNPQVMRQRDSEIESGQEAEKAVFTLGRKHRNSNSASSTDTDEHDNSLYEPEVDSDVEIAMDKSNYNENAFLPSVGIVMGN---QKEDSPSSSDEIR---HLEQKDSMCKTTEDVL  1200
gi|158288768|ref|XP_310609.3| GSKAFSNMAGQFS--KIGQSLNASKIGRGSGGSKGKPGKGG-ADDAVAGGD--GAAARSGGRRDGSSGSRSSSESEE-GACMYEPED----ELVEQNPLYNENVFLPSVGIVMGGGGGAGEQEGVGSASSN---VLEERDSIAKMSSDLS  1200
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gi|31542017|ref|NP_848756.2| KGLESPLKKSPSADSIHTRTGFTKPMDVYCQRFVQDAQNKMNDLSEIRSVAQKS-EEGSHKTN-RVSNEETQSEPMGQTPPRPSQLNVSCSVAGPPFLSVEPVHSVLSQKTPSSGSSLLELEAGLCVTPS-SESSSSRAVSPFAKIRSSM  1350
gi|109459467|ref|XP_219372.4| KGLESPLKKSPSADNIHTLTGFAKPMDVYCQRFVQDAQNKMNALSEVRAVAQNS-EEGNHKTN-PVSNEETQSESVEQMPSRPSQLNVSCSVTGPQLLSVEPAHPAVSQKTPGSGSSLLDLEAGLCVTPS-SESSS-RAVSPFAKIRSSM  1350
gi|7662414|ref|NP_055752.1| KGQESPLKKSPSAGDVHILTGFAKPMDIYCHRFVQDAQNKVTHLSETRSVSQQASQERNQMTN-QVSN-ETQSESTEQTPSRPSQLDVSLSATGPQFLSVEPAHSVASQKTPTSASSMLELETGLHVTPSPSESSSSRAVSPFAKIRSSM  1350
gi|114633046|ref|XP_508074.2| KGQESPLKKSPSAGNVHILTGFAKPMDIYCHRFVQDAQNKVTHLSETRSVSQQASQERNQMTN-QVSNEETQSESTEQTPSRPSQLDVSLSATGPQFLSVEPAHSVASQKTPTSASSMLELETGLHVTPSPSESSSSRAVSPFAKIRSSM  1350
gi|73998919|ref|XP_535034.2| KGHESPLKKSPSADNIYVLTGFAKPVDIYCHRFVQDAQNKMTQLSETGSVSQQASEEGNQMTH-QVSNEETQSESTEQTPSRPSQLDVSFPATGPQYLSVEPVHPVVGQKTPGSASSMLELETGLQVTPSPSEGSSSRAVSPFAKIRSSM  1350
gi|118093078|ref|XP_421792.2| DGEDVPV---PSADN--AEMEFAKPIDVYCQRFVQDAQNKMSDALEAETCSEEPRHVINETSNNVCKKAENKTETIGGIPSRPSKLDVQSEPN-PQLLAVHGTDFTKSHRSPGSASG--ILETGLHTTPSPADSSSSRAVSPFAKIRSSM  1350
gi|187608145|ref|NP_001119904.1| VAADQSPG-AASEAEEAILIDFGTPIDVYCHQFVQDAKTKPIEVFEEVAPAPKPQGPQVPLAP----DAKLGSSHSQNQLPRPSQLEVESNVHGANLLTVQPVG------SATSCGSQKSLEG--ITGPSSADSNGSRVVSPFAKIRSSM  1350
gi|17509655|ref|NP_493393.1| --------------------------------------------------------------------------------------------------------------------------------SSLSKSASTISTAQLPETDGNE  1350
gi|116008066|ref|NP_001036740.1| TISITSVTDHVGLPTGLLENAPAIRPITPNPLICVEAHEAFDDREEGVKPVSSTSARDLSLPG---------------------------------------------------------------LPTHPEANKLKQLTSPLSKLAKNI  1350
gi|158288768|ref|XP_310609.3| TMSISSVTDHINMPVGMLECASPIRVSSPAPEIFVDG-----------------------------------------------------------------------------------------------------------------  1350
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gi|31542017|ref|NP_848756.2| VQVANITQAGLTHGINLAVAKVQKSPAEPEAVNEIQQNELKNMFTQCQTRIIQI  1404
gi|109459467|ref|XP_219372.4| VQVANITQAGLTHGINLAVAKVQKSPAEPEVVNEIQQNELKNMFTQCQTRIIQI  1404
gi|7662414|ref|NP_055752.1| VQVASITQAGLTHGINFAVSKVQKSPPEPEIINQVQQNELKKMFIQCQTRIIQI  1404
gi|114633046|ref|XP_508074.2| VQVASITQAGLTHGINFAVSKVQKSPPEPEIINQVQQNELKKMFIQCQTRIIQI  1404
gi|73998919|ref|XP_535034.2| VQVASITQAGLTQGINFAVAKVQKSPAEPEVVNQVQQNELKNMFTQCQTRIIQI  1404
gi|118093078|ref|XP_421792.2| VQVANITQAGLTQGINFAVAKVQKSPAESEALNEIKQKELKEMFTQCQTRIIQI  1404
gi|187608145|ref|NP_001119904.1| VQVASLTQAGLTQGINFAVAKVQKSP-EPDAVNETQENELRAMFTQCQTRIIQI  1404
gi|17509655|ref|NP_493393.1| SDASQKSDHLMTKILKMSQFKSDSPQPEPFSS-------LLPAISECQTKISLL  1404
gi|116008066|ref|NP_001036740.1| GLNLDPRKIATKTGVLSPTILSAENSPPERDPSSRDHLLELWEAEKCKTKLIAL  1404
gi|158288768|ref|XP_310609.3| ------------------------------------------------------  1404
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