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gi|114681466|ref|XP_001155675.1| ------------MLSFPNLN--------------QVLENYSDAPMTPKQILQVIEAEGLKEMRSGTSPLACLNAMLHSNSRGG---EGLFYKLPGRISLFTLKKDALQWSRHPATVEGEE---------PEDTADVESCGSNEASTVSGE   112
gi|194672336|ref|XP_600364.4| MSSSELNIWGLKLREKSRQEVEIWELIQYFGSVETVLENYSDAPMTPKQILQVIEAEGLKEMRSGTSPLACLNAMLHSNSRGG---EGLFYKLPGRISLFTLKKDALQWSRSPAVVEGEE---------PEDTADVESCGSNEASTVSGE   138
gi|90568303|ref|NP_001035028.1| ------------MKDKQKRKKERTWAEAAR----LVLENYSDAPMTPKQILQVIEAEGLKEMRSGTSPLACLNAMLHSNSRGG---EGLFYKLPGRISLFTLKKDAVQWSRNAATVDGDE---------PEDSADVESCGSNEASTVSGE   122
gi|118100785|ref|XP_425716.2| ------------MR--------------------QVLENYSDAPMTPKQILQVIEAEGLKEMRSGTSPLACLNAMLHSNSRGG---DGLFYKLPGRISLFTLKKDALQWSRNLSVPEGDE---------LEDTADAESCESNETSTVSGD   106
gi|189536099|ref|XP_001341242.2| ------------MKDKQKRKKERTWAEAAR----MVLENFSDAPMTPKQILHVIQTKGLKEMRSGTAPLACLVTMLHSQVRGDRVKNSIFFKLPGRMSLFTLKKNALQWTKSPSANESGDGTPTASTTSTVEGAEQESCDSTETAAASGE   134
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gi|114681466|ref|XP_001155675.1| NDVSLDETSSNASCSTESQSRPLSNPRDSYRASSQANKQKKKTGVMLPRVVLTPLKVNGAHVESAS---------------------------------------------------GQMKRNRG-EEIDFETPGSILVNTNLRALINSR   210
gi|194672336|ref|XP_600364.4| NDVSLDETSSNASCSTESQSRPLSNPRDSCRASSQANKQKKKTGVMLPRVVLTPLKVNGAHVESASGFSGRHADGESGSPSSSSGGSPALGSAAIRGQAELARDPAPLLRGFRKPATGQMKRNRG-EEIDFETPGSILVNTNLRALINSR   287
gi|90568303|ref|NP_001035028.1| NDVSLDETSSNASCSTESQSRPLSNPRDSHRASSQANKQKKRTGVMLPRVVLTPLKVNGAHVEPASGFSGRHADGESGSPSSSSSGSLALGNSAIRGQAEVTRDPAPLLRGFRKPATGQMKRNRG-EEVDFETPGSILVNTNLRALINSR   271
gi|118100785|ref|XP_425716.2| NDVSLDETSSNASCSTESQSKGPSTARESNRTASQTTKQKRKTGVMLPRVVLTPLKVNGAHMESASGFTGRHADGESSSTSSSSSSSLALCSATLRSRTEINRDPPQLLRGIRKPTAGQMKRNRG-EDIDFETPGSILVNTNLRALINSR   255
gi|189536099|ref|XP_001341242.2| NDASVDETSSSASCSTEPQTR---------LSRSSQSGRQRKKAVMMPRVVLTPLKVNGEHVPSGP-----------------------------------------------------MKRSRGGVEVDFETPGSILVNTNIRALINTR   222
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gi|29570782|ref|NP_056153.2| TFHALPSHFQQQLLFLLPEVDRQVGTDGLLRLSSSALNNEFFTHAAQSWRERLADGEFTHEMQVRIRQEMEKEKKVEQWKEKFFEDYYGQKLGLTKEESLQQNVGQEEAEIKSGLCVPGESVRIQRGPAT--RQRDGHFKKRSRPDLRTR   419
gi|114681466|ref|XP_001155675.1| TFHALPSHFQQQLLFLLPEVDRQVGTDGLLRLSSSALNNEFFTHAAQSWRERLADGEFTHEMQVRIRQEMEKEKKVEQWKEKFFEDYYGQKLGLTREESLQQNVGQEEAEIKSGLCVPGESVRIQRGPAT--RQRDGHFKKRSRPDLRTR   358
gi|194672336|ref|XP_600364.4| TFHALPSHFQQQLLFLLPEVDRQVGTDGLLRLSSSALNNEFFTHAAQSWRERLADGEFTHEMQVRIRQEMEKEKKVEQWKEKFFEDYYGQKLGLTKEESLQQNVGQEEAEIKSNLRVS-ESTRPQRGPAT--RQRDGHFKKRSRPDLRTR   434
gi|90568303|ref|NP_001035028.1| TFHALPLHFQQQLLLLLPEVDRQVGTDGLLRLSGSALNNEFFTHAAQSWRERLADGEFTHEMQVRLRQEMEKEKKVEQWKEKFFEDYYGQKLGLTKEESLQQKEVQEEAKVKSGLCVSGESVRPQRGPNT--RQRDGHFKKRSRPDLRTR   419
gi|118100785|ref|XP_425716.2| TFNALPSHFQQQLLYLLPEVDRQVGADGLMRLSGSALNNEFFTHAAQSWRERLADGEFTHEMQVRIRQEMEKEKRVEQWKEKFFEDYYGQKLGLTQEESQEQNLVQEDAENRTAVSVKGETRLP-RGPST--RQRDGHFKKRSRADLRCR   402
gi|189536099|ref|XP_001341242.2| TFAAFPSHSQQQLLQLLPEVDRQVGPDGLARLSSSALNNEFFTHASQSWKERLAEGEFTHEMQVRFRQEMEKEKKVEAWKEKFFEEYHGQRSGLTREEALKLTMSEAGDVASPVLDSDSATVATPKRRSVGRRRREGRIRRRSRADLRRR   372
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gi|114681466|ref|XP_001155675.1| ARRNLYKKQES-------------------------------------------------------------------------------------------EQAGVAKDAKSVASDVPLYKDGEAKTDPAGLSSPHLPGTSSAAPDLEG   417
gi|194672336|ref|XP_600364.4| ARRNLYKRQEP-------------------------------------------------------------------------------------------EQAEIAKDAQSVTLDIPLHKDGEAKTDAAGVGSPHPPGTSSAASNPES   493
gi|90568303|ref|NP_001035028.1| SRRNIYKKQEP-------------------------------------------------------------------------------------------EQAGVAKDAS-AAPDVSLSKD--TKTDLAGVNSTPGPDVSSATSGQEG   475
gi|118100785|ref|XP_425716.2| ARRSLYKLRDS-------------------------------------------------------------------------------------------EQKEASKETASVGPDSSLHKDTKTEVDLK---KDDLTSASATVLKPES   458
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gi|29570782|ref|NP_056153.2| PEFPVESVASRIQAEPDNLARASASPDRIPSLPQETVDQEPKDQKRKSFEQAASASFPEKKPRLEDRQSFRNTIESVHTEKPQPTKEEPKVPPIRIQLSRIKPPWVVKGQPTYQICPRIIPTTESSCRGWTGARTLADIKARALQVRGAR   628
gi|114681466|ref|XP_001155675.1| PEFPVESVASRIQAEPDNLARASASPDRIPSLPQETVDQEPKDQKRKSFEQAASASFPEKKPRLEDRQSFRNTIESVHTEKPQPTKEEPKVPPIRIQLSRIKPPWVVKGQPTYQICPRIIPTTESSCRGWTGARTLADIKARALQVRGAR   567
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gi|90568303|ref|NP_001035028.1| PKCPSEPVASQIQAERDNLACASASPDRIPTLPQDTVDQETKDQKRKSFEQEASASFPEKKPRLEDRQSFRNTIESVHTEKPQPTKEEPKVPPIRIQLSRIKPPWVAKGRPTYQICPRIVPITESSCRGWTGARTLADIKARALQARGAR   625
gi|118100785|ref|XP_425716.2| SELHLSPETSKLHSKSEDLSLATAN--RIPCLSQESSAREPKDQKRKCFEEAASASFPEKKPRLEDRQSFRNTIESVHSEKPQPTKEEPKVPPIRIQLSRIKPPWVVKGQPAYQICPRIIPNTEPSTRGRSGARTLADIKARALQAR---   603
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gi|194672336|ref|XP_600364.4| GHHCHREAATTAIGGGGGPGGGGGGATDEGGGRGGGSGDGGEACGHPEPRGAPSAPGECASDLQRTQLLPPCPLNGDHAQAETAASRARREDLASLRKGQSCPLQRVPDGPSGGLEDAS---RLPVASTRDP---------------PCQ   775
gi|90568303|ref|NP_001035028.1| GYHCNRETATTAIGGGGGPGGGGSGAIDEGGGRDSSSGDGSEACGHPEPRGAPSTSGESASDLQRTQLLPPCPLNGEHTPAEAAMPRARREDSASLRKEESCLLKRVPGVLTSGLEDAS---QPPIAPTGDQ---------------PCQ   757
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gi|29570782|ref|NP_056153.2| ALPLLSSQTSVAERLVEQP-QLHPDVR------TECESGTTSWESDDEEQGPTVPADNGPIPSLVGDDTLEKGTGQALDS--HPTMKDPVNVTPSSTPESSPTD-CLQNRAFDDELGLGGSCPPMRESDTRQENLKTKALVSNSSLHWIP   900
gi|114681466|ref|XP_001155675.1| ALPLLSSQTSVAERLVEQP-QLHPDVR------TECESGTTSWESDDEDQGPTIPADSGPIPSLVGDDTLEKGTGQALDS--HPTMKDPVNVTPSSTPESSPTD-CLQNRAFDDELGLGGSCPPMRESDTRQENLKTKALVSNSSLHWIP   821
gi|194672336|ref|XP_600364.4| ALPPLPSRIPEPERLVEQL-VSHPEGR------TECGSGTTAWERGDEKLAPTIPSENSPVRALAGPTGLEEGTGQAPDSGSNPTMKDPVNVTPSSISESSLAS-CLQDRPFDDESELDDSGPPTRESSSRQENLKTEAPVSPGAAPWRP   917
gi|90568303|ref|NP_001035028.1| ALPPLSSQTPVAEMLTEQP-KLLLDDR------TECES-------SREDQGPTIPSESSSGRFPLG-DLLGGGSDQAFDN-----MKEPVSMTPTFISELSLAN-YLQDRPDDDGLGLGATGLLIRES-SRQE-ALTEAFASGSPTSWVP   884
gi|118100785|ref|XP_425716.2| ALTVSALDSTALERPEESPEQLFCDAR------TEASSCAVSQEAQSTEVTHVVPPAVGLSCPQAQGAEIGPAGGRVVSELRDVGIPTVQLDYSADVKENSTSRPALLPELPSGGKECHEPKVISRFRFNGSETTFVEQCVKNYSGDSKT   868
gi|189536099|ref|XP_001341242.2| KTSEQTLDTPVPTPSESESFCSHQDGRGEEAESSDSRTNTPVCTSSSNDAISLVPTSIPDSLPRFGAQGVDVIRTLAASSQPWEGEKKAVELHPGTTGVIQHGS--DLKLPKETLVTARNGWVENREEHSMREGMLEEHRNGGSDANGKY   963
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gi|114681466|ref|XP_001155675.1| IPSNDEVVKQPEPESREHVPSVEPQVGEEWEKAAPTPPALPGDLTAEEGLDPPDSLTSLWTVPSRGGNDSNGSYCQQVDIEKLKINGDSEALSPHSESTDTASDFEGHLTEDSSEADTSEAAVTKGSSVDKD-EKPSWNQSAPLSKVNGD   970
gi|194672336|ref|XP_600364.4| GMSNDEAGGQPEPDSREEVPSIKSQVREKWEKAAPLIPASPVGLTAEEGLDPPVHLGSLWTVHS-GCVDSSG-DCRQLEGDKPRINGDSEALSPHSESTDTASDFEGHFSEDSSEAEPGETLGPKRSLVAEQGEKHSWNHCASLSKVNGD  1065
gi|90568303|ref|NP_001035028.1| ILSNYEVIKTSDPESRENIPCPEPQDEKEWERAVPLIAAT-------ESVPQPESCISHWTPPP-AAVGSTGSDSEQVDLERLEMNGISEAPSPHSESTDTASDSEGHLSEDSSEVDASEVTVVKGSLGGDE--KQDWDPSASLSKVNND  1024
gi|118100785|ref|XP_425716.2| VTAGAEEGVPVLCNFTHLQAGRESDGKPSNEEQNAESLLKSSSCDDFISQNRIDTSEKLRERHP--RTESEDGCQTLREAREFKANGDDEVQSTHSESTDTASDFEADVADENVEMEMCYRNLSCREVARKG--SFCQSSTEECDKISSN  1014
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gi|114681466|ref|XP_001155675.1| MRLVTRTDGMVAPQSWVSRVCAVRQKIPDS------LLLANTEYQPRAVCLSRPGSSVEATNPLVMQLLQGSLPLEKVLPPAHDDSMSESPQVPLTKEQSHG-SLRMGSLHGLGKNSG------MVGGSSPSSLRALKEPLLPDS--CET  1105
gi|194672336|ref|XP_600364.4| LSLVTRTDGMVAPQSWVSRVCAVPPKIPDS------LLLASPEYQPRPMSLGRPASSVEAANPLVMQLLQGHLPLKKVLPPAHGGSKPEPPRLALTAEQSPGGSLGMGSLQGPGENRC------EVGKSSP-------ESLLPES--CEA  1194
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gi|118100785|ref|XP_425716.2| SSLEAGNLPCVVDFPSVATVNTAPPPQRWG------LHAPLPPKPERPSGSAQP-VSSDASSPLVKQLLKGNRLLEEVLPVSHANIQVEGAQPPDMQSESLSVPMERGSSCYFGKESSPDVQIKTSALSRSDDFRPVRSSVDPQEKTCGS  1157
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gi|114681466|ref|XP_001155675.1| GTGLARIEATQAPGAPQKNCKAVPSFDSLHPVTNPITSSRKLEEMDSKE-QFSSFSCEDQKEV----RAMSQDSNSNAAPGKSPGDLTTSRTPRFSSPNV-ISFGPEQTGRALGDQSNVTGQGKKLFGSGNVAATLQRPRPADPMPLPAE  1249
gi|194672336|ref|XP_600364.4| STGFARLEASQAPGAPLKMSKNAPSLDSLYPVTNPVAASG-KAEVDFKE-QLSPFSFEDQKEA----RNLSQCSISTAAPGVSLGNLTTSRAPLFSSPNA-VSSGPDQAGRALGDQNSAGGQGKKLFGSKNAAAALQCPRLVEPTPLPAE  1337
gi|90568303|ref|NP_001035028.1| SAGLVRAMASKAPAMSQKIAKMVTSLDSQHPETELTPSSGNLEEIDSKE-HLSSFLCEEQKEG----HSLSQGSDPGAAPGQCLGDHTTSKVPCFSSTNVSLSFGSEQTDGTLSDQNNAGGHEKKLFGPGNTVTTLQCPRSEEQTPLPAE  1300
gi|118100785|ref|XP_425716.2| GAALPRAEDMENQPVPEKHSKIGLTLSCQDQLANVASASQKPEDTSPRERTFSSCSFEEQKESSKVHRVPQHNPLTNVITSQSPEKPNPTPEPPFLSPNV-GSLGPNQMGNTSVNQNYVGVQGKKLFGSGFPCNPSVRLHHSRASDQVSV  1306
gi|189536099|ref|XP_001341242.2| PTDTVSSDFQHKTPPARVSPGPGRNFGSSPPGSAPSRMACLFEEASPRS-ANSQFSSQQPGGVVPPGAVPVITSLPLNSTTRTSMDMNSQNAPVYESAVIKEHPGPLSQRSETPERPSSFQQHPNNVSQSVCRNTPDAPSPPHGDLCPSE  1387
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gi|114681466|ref|XP_001155675.1| IPPVFPSGKLGPSTNSMSG-GVQTPREDGAPKP-HAFVGSIKNEKTFVGG-PLKANAENRKATGRSPLELVGHLQGMPFVMDLPFWKLPRE-----PGKGLSEPLEPSSLPSQLSIKQAFYGKLSKLQLS------STSFNYSS-----S  1380
gi|194672336|ref|XP_600364.4| APPAFPNRKSGPGKTSLSG-GIQTAREDWAPKPPPASVGSIKSEKTLDGG-PLKVDAENRKAVGPGPRELVDHLQGMPFVLDLPFWKLPRE-----PGKGLSQPLEPSSIPSQLNIKQAFYGKLSKLQLS------STSFNYSS-----G  1469
gi|90568303|ref|NP_001035028.1| VPPVFPSRKIEPSKNSVSG-GVQTTRENRMPKPPPVSADSIKTEQTFLRD-PIKADAENRKAAGYSSLELVGHLQGMPFVVDLPFWKLPRE-----PGKGFSQPLEPSSIPSQLNIKQALYGKLSKLQLS------PTSFNYSS-----S  1432
gi|118100785|ref|XP_425716.2| MGALAPSKQIPLTKSCASAEGMPAAREEWTSKQHGNSLGGIKNENVLACGSPAKSSGESQKDAAPNPAELREHSQSVPLVMDLPFLKLSRE-----AGKRHNHPLEPSSIPSQFNIKQAFYGKLSKLQLN------STSFNYSS-----S  1440
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gi|90568303|ref|NP_001035028.1| SATFPKGLAGGVVQLSHKASFGTG--HTASLSLQMFADSSAVESISLQCACSLKAMIMCQGCGAFCHDDCIGPSKLCVLCLVVR  1514
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