
                                                                                                                                                                                        
gi|15218927|ref|NP_176191.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|117168245|ref|NP_057613.4| -----------------------------------------------------------------------------------------------------------------------------------------------MLNGAG-   150
gi|114649166|ref|XP_522636.2| ---------------MTQLMGSLACMRKEVWFKGDREGSSWFS-------------------------------------------------------------------------SWAGRSKDPRKPSSRAQFPGLEGTLGQMAGGAAG   150
gi|7656912|ref|NP_056618.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|118085026|ref|XP_417130.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|292627610|ref|XP_002666695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|145602111|ref|XP_001403448.1| ----MAGQQPPGRPGAPRSNNDLLLDLENDQPVYGGGQRSNVNDDDLLRFHN---QDQAAGRPSVSYDDFVGGGGGRDQYTSPPSSSRQTPQDRPETATSQRGPY--MQPTARQYSQTSELGNYQRYADDFDDYP-EDGQSYYQHGGAPR   150
gi|85087076|ref|XP_957823.1| ---MAAGRPPPGAP-SSAQHDDLLLDFGNEQPYYGGGQRSTLNDDDLLRLHSDDAQGAAQPRPSVSYDDFVGSG----QTTQPTATRPIQPAPGATGGGGPISPYPDSRSLDRHFSQTSDLGNYQRYAEDSDDYPDESTTSYYQHGGAIP   150
gi|19113278|ref|NP_596486.1| ----------------------MARDVDNKQ----NAKRISRDEDE---------------------DEFAGES-----------------------------------------MVGRTLDNPFLGEDEFEDIFGSESQ-YISSSGQNS   150
gi|50302485|ref|XP_451177.1| MKPKYFEREIQSQRGATHRSTCFPMSGSTKHGDSDALFDVDFLDDSYTPD----LRDSPRRNSPSAVIDSGMD-----------------------------------------TSQRGLLPQETIDLSDN--------IEND-IENPFN   150
gi|45188223|ref|NP_984446.1| ------------------------MSGSRDKHNEETLFDIDFLDDRYTPEPARPVNDSGSRSGP--IIDSGIDD--------------------------------------LVQMQRTGFPQEVIDLDDEPPFRHDDSIENDLIENPFD   150
gi|6319293|ref|NP_009376.1| ------------------MNDDRETPPKRKPGEDDTLFDIDFLDDTTSHS-----------GSRSKVTNSHANG--------------------------------------YYIPPSHVLPEETIDLDADDDNIENDVHENLFMSNNHD   150
gi|124805991|ref|XP_001350596.1| ----------------MSLVYRKTLNFLKGKNEDDKDVKININGEN-----------------------------------------------------------------------KRTCNNSVITSKYTVFNFIFLNMYEQFHKISNV   150
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gi|15218927|ref|NP_176191.1| --------------------------------------------------------------------------MVRSGSFSVDSSATHQRTPSRTVTLGHIQPQAPTYRTVYCNDRESNQPVRFKGNSISTTKYNVFTFLPKGLFEQFR   300
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|117168245|ref|NP_057613.4| -------------LDKALKMSLPRRSR-----------------------------------------------IRSSVGPVRSSLGYKKAEDEMSRATSVGDQLEAPARTIYLN---QPHLNKFRDNQISTAKYSVLTFLPRFLYEQIR   300
gi|114649166|ref|XP_522636.2| LGAPAVPARSPFPARQAAWASSPARSLQGGSAGAGGGSPGAGLAPQAPGAARGVGVGGAGGGAGLGCGGRGGGVSRGSQGPVRSSLGYKKAEDEMSRATSVGDQLEAPARTIYLN---QPHLNKFRDNQISTAKYSVLTFLPRFLYEQIR   300
gi|7656912|ref|NP_056618.1| ----------------------------------------------------------------------------------------------MSRATSVGDQLEAPARIIYLN---QSHLNKFCDNRISTAKYSVLTFLPRFLYEQIR   300
gi|118085026|ref|XP_417130.2| ------------------------------------------------------------------------MESMGKNRPVCSPTGYKKADDEMSGATSSADLDEAPARTIYVN---QPQQSKFRDNWVSTAKYSVVTFLPRFLYEQIR   300
gi|292627610|ref|XP_002666695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|145602111|ref|XP_001403448.1| ADDPGNQSRDNARKRNS----VLSMGGGLMGRAKNMFGMGGSGYSEMDLPLTEPGGQQRGGAPGGAATGDASHQQPSQKKSGGKFDMGNFKFGFGRGKPDPSTLG---PRIIHLNNPPANAANKYVDNHVSTAKYNFATFLPKFLYEQFS   300
gi|85087076|ref|XP_957823.1| PDS--AAARDSARARNS----VLSMGGGLIGRAKNMLGMGPEGYSEMDLPLTDPRATAR---------VDHSHEPPPPQKPAKKFD---FKFGFGGGKPDPATLG---PRIIHLNNPPANSLNKYVDNHVSTAKYNFATFLPKFLFEQFS   300
gi|19113278|ref|NP_596486.1| TNP----FLADTRIENS----PLGSES-----KANQLNKQGTNVNHIEIPLRDFNDPTQ----------PESFLPPPKNTFTSRIKKIKNLFKKEKKQVKPEDLG---PRQIILN---DYSANHFLHNAVSTCKYSAFTFLPKFLKEQFS   300
gi|50302485|ref|XP_451177.1| DR--YSASFADTNPRNS----VLPQPSGFNRFMSNVKSAVGMNGGHKGQFQSFEMNDY-----------DQSNTN-RYESSTRKFDIKVLFNRYILRK-GKTSCKSDEPRTILLNDSSANSRFGYRDNHISTTKYNAATFLPKFLFQEFS   300
gi|45188223|ref|NP_984446.1| DE--RGQQRYLASANRL----SVPQPSGWQRLVGGLRDSVGGRGTENSQYQSFEMQDY-----------RDTHSGDRYQRSRNKFNLKALFDHYVLRKPAAADTGAGEPRVIYINERRANGAMGYGDNHISTTKYNAATFLPKFLFQEFS   300
gi|6319293|ref|NP_009376.1| DQTSWNANRFDSDAYQPQSLRAVKPPGLFARFGNGLKNAFTFK--RKKGPESFEMNHYN--------AVTNNELDDNYLDSRNKFNIKILFNRYILRKNVGDAEGNGEPRVIHINDSLANSSFGYSDNHISTTKYNFATFLPKFLFQEFS   300
gi|124805991|ref|XP_001350596.1| YFFFIGILQVIPQFTATNGIPTVFFPLLIVLTANAIKDAFEDWNRHKTDKIENNRMCYG-------IVSEEEKKIYQEKSNKKNIFKKLKRYFFGNRKICNTENYYDEDDMCDDEITDINDYINNYEDNLENIEGTVKKRWKDIKAGDII   300
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gi|15218927|ref|NP_176191.1| RIANIYFLGISCLSMTP-ISPVSPITNVAPLSMVLLVSLIKEAFEDWKRFQNDMSINNSTVEILQDQQ--WVSIPWRKLQVGDIVKIKKDGFFPADILFMSSTNSDGICYVETANLDGETNLKIRKALERTWDYLVPEKAYEFKGEIQCE   450
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|117168245|ref|NP_057613.4| RAANAFFLFIALLQQIPDVSPTGRYTTLVPLIIILTIAGIKEIVEDFKRHKADNAVNKKKTIVLRNGM--WHTIMWKEVAVGDIVKVVNGQYLPADVVLLSSSEPQAMCYVETANLDGETNLKIRQGLSHTADMQTREVLMKLSGTIECE   450
gi|114649166|ref|XP_522636.2| RAANAFFLFIALLQQIPDVSPTGRYTTLVPLIIILTIAGIKEIVEDFKRHKADNAVNKKKTIVLRNGM--WHTIMWKEVAVGDIVKVVNGQYLPADVVLLSSSEPQAMCYVETANLDGETNLKIRQGLSHTADMQTREVLMKLSGTIECE   450
gi|7656912|ref|NP_056618.1| RAANAFFLFIALLQQIPDVSPTGRYTTLVPLVIILTIAGIKEIIEDFKRHKADNAVNKKKTIVLRNGM--WHTIMWKEVAVGDIVKVLNGQYLPADMVLFSSSEPQGMCYVETANLDGETNLKIRQGLSHTTDMQTRDVLMKLSGRIECE   450
gi|118085026|ref|XP_417130.2| KAANAFFLFIALLQQIPDVSPTGRYTTLVPLLFILTVAGIKEIIEDYKRHKADSAVNKKKTVVLRNGM--WQDIVWKEVAVGDIVKVTNGQHLPADMIIISSSEPQAMCYIETANLDGETNLKIRQGLSLTASLQSREELMKVSGRIECE   450
gi|292627610|ref|XP_002666695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|145602111|ref|XP_001403448.1| KFANIFFLFTAALQQIPRLSPTNQYTTIGPLIVVLMVSAGKEMVEDYRRKMADKALNMSKARVLRGSS--FEETKWINIAVGDIVRVESEEPFPADLVLLASSEPEGLCYIETANLDGETNLKIKQAIPETSHLVSSSELSRLGGRIRSE   450
gi|85087076|ref|XP_957823.1| KFANIFFLFTAGLQQIPGLSPTNRYTTIGPLAVVLLVSAGKEMVEDYRRKQADKALNMSKARILRGST--FEETKWINVSVGDIIRVESEESFPADLVLLASSEPEGLCYIETANLDGETNLKIKQALPETSSMVSSSELSRLGGRIRSE   450
gi|19113278|ref|NP_596486.1| KYANLFFLFTAVVQQIPGITPVNRYTTIGPMLIVLSVSGIKEIMEDIKRKKQDQELNESPCYVLQGTG--FVEKQWKDVVVGDIVKIVSETFFPADLVLLSSSEPEGLCYIETANLDGETNLKIKQALPETAGLLKPVELGQLSGEVKSE   450
gi|50302485|ref|XP_451177.1| KYANLFFLFTSIIQQVPNVTPTNRYTTIGTLLVVLIVSAVKESVEDLKRSNADKELNHSLCDVLDERSGEFVRKKWIDIAVGDIIRVRSEEAIPADLIILSSSEPEGLCYIETANLDGETNLKIKQARQETANYLDEKALCKLHGRVQSE   450
gi|45188223|ref|NP_984446.1| KYANLFFLFTSIIQQVPNVTPTNRFTTIGTLIVVLVVSAIKESVEDLKRSNSDKELNHSRADVYSDEMGQFISKKWIDIAVGDIIRVRSEEAIPADLIVLSSSEPEGLCYIETANLDGETNLKIKQARPETSKILDVRELSAMRGKILSE   450
gi|6319293|ref|NP_009376.1| KYANLFFLCTSAIQQVPHVSPTNRYTTIGTLLVVLIVSAMKECIEDIKRANSDKELNNSTAEIFSEAHDDFVEKRWIDIRVGDIIRVKSEEPIPADTIILSSSEPEGLCYIETANLDGETNLKIKQSRVETAKFIDVKTLKNMNGKVVSE   450
gi|124805991|ref|XP_001350596.1| LCRRSEFFCADILLLCTSHKNGIAFVETSSLDGETNLKVKEANTFLFNILGNDRNSAIDNVKNLKGFILSDKPNKDLSTMYG-TIYFEKDKKIDVENIGIQELLKKTTEEIEYRKKRLSSVDLSKSSSAIGSNLCNNNNKSDSKSDIKNY   450
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gi|15218927|ref|NP_176191.1| QPNNSLYTFTGNLVVQK----QTLPLSPDQLLLRGCSLRNTEYIVGAVVFTGHETKVMMNAMNAPSKRSTLEKKLDKLIITIFCVLVTMCLIGAIGCSIVTDREDKYLGLHNSDWEYRN---GLMIGFFTFFTLVTLFSSIIPISLYVSI   600
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|117168245|ref|NP_057613.4| GPNRHLYDFTGNLNLDG---KSLVALGPDQILLRGTQLRNTQWVFGIVVYTGHDTKLMQNSTKAPLKRSNVEKVTNVQILVLFGILLVMALVSSAGALYWNRSHG-EKNWYIKKMDTT-----SDNFGYNLLTFIILYNNLIPISLLVTL   600
gi|114649166|ref|XP_522636.2| GPNRHLYDFTGNLNLDG---KSLVALGPDQILLRGTQLRNTQWVFGIVVYTGHDTKLMQNSTKAPLKRSNVEKVTNVQILVLFGILLVMALVSSAGALYWNRSHG-EKNWYIKKMDTT-----SDNFGYNLLTFIILYNNLIPISLLVTL   600
gi|7656912|ref|NP_056618.1| GPNRHLYDFTGNLHLDG---KSSVALGPDQILLRGTQLRNTQWVFGVVVYTGHDSKLMQNSTKAPLKRSNVEKVTNVQILVLFGILLVMALVSSVGALFWNGSHG-GKSWYIKKMDTN-----SDNFGYNLLTFIILYNNLIPISLLVTL   600
gi|118085026|ref|XP_417130.2| GPNRHLYDFTGTLRLDG---QSPVPVGPDQILLRGAQLRNTQWVLGIVVYTGFDTKLMQNSTKAPLKRSNVEKVTNMQILVLFCILLVMALVSSVGALLWNRTHG-EVVWYLGSNKML-----SVNFGYNLLTFIILYNNLIPISLLVTL   600
gi|292627610|ref|XP_002666695.1| ----------------------------------------------------------------------------MQILVLFGILLVMALVSSIGAAIWNKQHTDEACWYLSRAGDI-----SLNFAYNLLTFIILYNNLIPISLLVTL   600
gi|145602111|ref|XP_001403448.1| QPNSSLYTYEATLTMQAGGGEKELPLNPEQLLLRGATLRNTPWLYGVVVFTGHETKLMRNATAAPIKRTKVERQLNIAVLGLVAILLVLSVVCTVGDLVTRSVFGG-SISYIMLDNATDALEIFKVFLRDMVTYWVLFSALVPISLFVTL   600
gi|85087076|ref|XP_957823.1| QPNSSLYTYEATLTMQAGGGEKELPLNPEQLLLRGATLRNTPWVHGVVVFTGHETKLMRNATAAPIKRTKVERQLNTLVLFLVGILLIFSVVSTVGDLIQRKVEGEEGLAYLFLDPMNGASAVARIFIKDMVTYWVLFSALVPISLFVTI   600
gi|19113278|ref|NP_596486.1| QPNNNLYTFDATLKLLP--SDRELPLSPDQLLLRGAQLRNTPWVYGIVVFTGHESKLMKNTTETPIKRTSVEKQVNSQILFLLCIFVFLCFASSLGALIHRSVYGS-ALSYVKYTSNR-----AGMFFKGLLTFWILYSNLVPISLFVTF   600
gi|50302485|ref|XP_451177.1| HPNSSLYTYEGTMTLNG----STFPLSPDQMLLRGATLRNTAWIFGLIVFTGHETKLMRNATATPIKRTAVERVINMQILALFGVLIVLALISSTGNVIMTKRDSA-HLGYLYIEGTN----KAGLFFKDILTFWILFSNLVPISLFVTV   600
gi|45188223|ref|NP_984446.1| QPNTSLYTYEGTMILHN----NRIPLSPDQILLRGATLRNTVWIFGIVIFTGHETKLTRNATATPIKRTAVERVINLQIVALFGVLICLSLISSFGNLIVMYNQKE-NLSYLYLQGTN----MVALFFKNILTFWILFSNLVPISLFVTV   600
gi|6319293|ref|NP_009376.1| QPNSSLYTYEGTMTLND----RQIPLSPDQMILRGATLRNTAWIFGLVIFTGHETKLLRNATATPIKRTAVEKIINRQIIRLFTVLIVLILISSIGNVIMSTADAK-HLSYLYLEGTN----KAGLFFKDFLTFWILFSNLVPISLFVTV   600
gi|124805991|ref|XP_001350596.1| NKDDDDFDDMDENNILKNDNYIRIPFDEKQFVLRGCKLKNTDWIMGIVIYVGRETKIQMNSSKSIKKTSKLEILTNKMTIIIWVIQMIICLISAYYNAIIVSSSRKNRFRYLPFNLEKAK-KPYIVGIISFFSWVVITGNFVPISLIVTM   600
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gi|15218927|ref|NP_176191.1| EMIKFIQSTQFINRDLNMYHAETNTP-------------------------------------------------------------------------------------------------------------ASARTSNLNEELGQV   750
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|117168245|ref|NP_057613.4| EVVKYTQA-LFINWDTDMYYIGNDTP-------------------------------------------------------------------------------------------------------------AMARTSNLNEELGQV   750
gi|114649166|ref|XP_522636.2| EVVKYTQA-LFINWDTDMYYIGNDTP-------------------------------------------------------------------------------------------------------------AMARTSNLNEELGQV   750
gi|7656912|ref|NP_056618.1| EVVKYTQA-LFINWDMDMYYIENDTP-------------------------------------------------------------------------------------------------------------AMARTSNLNEELGQV   750
gi|118085026|ref|XP_417130.2| EVVKFTQA-LFINWDMDMYYPETDTP-------------------------------------------------------------------------------------------------------------AMARTSNLNEELGQV   750
gi|292627610|ref|XP_002666695.1| EVVKFTQA-LFINWDVEMYYAETDTP-------------------------------------------------------------------------------------------------------------AMARTSNLNEELGQV   750
gi|145602111|ref|XP_001403448.1| EVVKYWHG-ILINDDLDMYHDKTDTP-------------------------------------------------------------------------------------------------------------ANCRTSSLVEELGMV   750
gi|85087076|ref|XP_957823.1| EMVKYWHG-ILINDDLDMYYDVNDTP-------------------------------------------------------------------------------------------------------------ANCRTSSLVEELGMV   750
gi|19113278|ref|NP_596486.1| ELVRYIQA-QLISSDLDMYNEETDTP-------------------------------------------------------------------------------------------------------------AACRTSSLVEELGQV   750
gi|50302485|ref|XP_451177.1| EMIKYYQA-YMIGSDLDLYHEESDTP-------------------------------------------------------------------------------------------------------------TVVRTSSLVEELGQI   750
gi|45188223|ref|NP_984446.1| EMIKYYQA-YMIASDLDLFHEESNMP-------------------------------------------------------------------------------------------------------------TVVRTSSLVEELGQI   750
gi|6319293|ref|NP_009376.1| ELIKYYQA-FMIGSDLDLYYEKTDTP-------------------------------------------------------------------------------------------------------------TVVRTSSLVEELGQI   750
gi|124805991|ref|XP_001350596.1| SFVKVVQAYFISCDKNMIHKVQADVPSFGEQKEIPNIPKDDISSDADVIKRMRTKKIADSSLLHIDENQTEEDNMDMKSDCIAFKNNSSHQNINGNNKQYSSSSLGIISNAPKREISSRVISFKDSKEKNYIYFNAVPRTSSLIEELGQI   750
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gi|15218927|ref|NP_176191.1| EYIFSDKTGTLTRNLMEFFKCSIGGVSYGCGVTEIEKGIAQRHGLKVQEEQRSTGAIREKGFNFDDPRLMRGAWRNEP-NPDLCKELFRCLAICHTVLPEGDESPEKIVYQAASPDEAALVTAAKNFGFFFYRRTPTMVYVRESHVEKMG   900
gi|115481986|ref|NP_001064586.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
gi|117168245|ref|NP_057613.4| KYLFSDKTGTLTCNIMNFKKCSIAGVTYGHFPELARE--------PSSDDFCRMPPPCSDSCDFDDPRLLKNIEDRHP-TAPCIQEFLTLLAVCHTVVPE--KDGDNIIYQASSPDEAALVKGAKKLGFVFTARTPF-------SVIIEA   900
gi|114649166|ref|XP_522636.2| KYLFSDKTGTLTCNIMNFKKCSIAGVTYGHFPELARE--------PSSDDFCRMPPPCSDSCDFDDPRLLKNIEDRHP-TAPCIQEFLTLLAVCHTVVPE--KDGDNIIYQASSPDEAALVKGAKKLGFVFTARTPF-------SVIIEA   900
gi|7656912|ref|NP_056618.1| KYLFSDKTGTLTCNIMNFKKCSIAGVTYGHFPELARE--------QSSDDFCRMTSCTNDSCDFNDPRLLKNIEDQHP-TAPCIQEFLTLLAVCHTVVPE--KDGDEIIYQASSPDEAALVKGAKKLGFVFTGRTPY-------SVIIEA   900
gi|118085026|ref|XP_417130.2| KYLFSDKTGTLTCNIMNFKKCSIAGVTYGHFPELERE--------RSSEDFSQLPPPTSESCEFDDPRLLQNIENDHP-TAVHIQEFLTLLAVCHTVVPE--RQGNKIIYQASSPDEGALVKGAKKLGYVFTGRTPH-------SVIIDA   900
gi|292627610|ref|XP_002666695.1| KYLFSDKTGTLTCNVMHFKKCTIAGITYGHFPDLDCD--------RSMEDFSHLPSTSHNSTEFDDPALIQNIEKNHP-TSPQICEFLTMMAVCHTVVPE--REDNQIIYQASSPDEGALVKGAKSLGFVFTARTPH-------SVIIEA   900
gi|145602111|ref|XP_001403448.1| EYVFSDKTGTLTCNMMEFKQSSIAGIMYGEDIPEDRR--------ATVQDGV-----EIGIHDFKQ--LAQNLKTHKT--APAIEHFLALLATCHTVIPERDEKSDKIKYQAASPDEGALVEGAAQLGYKFVARKPR-------AVIIEV   900
gi|85087076|ref|XP_957823.1| EFVFSDKTGTLTCNMMEYRQCSIAGIMYADKVPEDRI--------PSGEDG------EDGIHDFKQ--LQKNLESHQS--AQVIDQFLTLLAICHTVIPEQAEDGS-IKYQAASPDEGALVDGAVQMGYRFVARKPR-------AVIIEA   900
gi|19113278|ref|NP_596486.1| GYIFSDKTGTLTRNQMEFRQCTIAGVAYADVIPEDRQ--------FTSEDLD----SDMYIYDFDT--LKENLKHSEN--ASLIHQFLLVLSICHTVIPEYDESTNSIKYQASSPDEGALVKGAASIGYKFLARKPH-------LVTVSI   900
gi|50302485|ref|XP_451177.1| EYIFSDKTGTLTRNVMEFKSVSIAGRCYIETIPEDRR--------ATVEDG-----IEIGFHSFES--LKDKMTDPEDDEAGIVIEFLTLLATCHTVIPETQSDGT-IKYQAASPDEGALVQGAADLGFRFDIRRPNSV-----SIS-TP   900
gi|45188223|ref|NP_984446.1| EYIFSDKTGTLTQNVMEFKSCSIAGRCYIQSIPEDKD--------AAFDEG-----IEVGYRTYDD--MHELLHTPGSGDGAIIDEFLTLLSICHTVIPEFQENGS-IKYQAASPDEGALVQGAADLGYKFIIRKPNSV-----TILRED   900
gi|6319293|ref|NP_009376.1| EYIFSDKTGTLTRNIMEFKSCSIAGHCYIDKIPEDKT--------ATVEDG-----IEVGYRKFDD--LKKKLNDPSDEDSPIINDFLTLLATCHTVIPEFQSDGS-IKYQAASPDEGALVQGGADLGYKFIIRKGNSV-----TVLLEE   900
gi|124805991|ref|XP_001350596.1| EYIFSDKTGTLTCNIMEFRKCAINGISYGKGLTEIKRNILKKKNLEIPVEPTMKFKKKTPHVNIIDNDIINHLKDPNHFNHVNLINFFLHLAINHAVICE-KDKEGVTTYSSSSPDEEALVNAAKHFDITFLYRREG-------KYGISI   900
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                                                 .* **  * : * *                                                                                                       :    **           
gi|15218927|ref|NP_176191.1| KIQDVAYEILNVLEFNSTRKRQSVVCRFPDG----------------------------------------------------------------------------------------------------RLVLYCKG-----------  1050
gi|115481986|ref|NP_001064586.1| ---------------NSTRKRQSVVCRFPNG----------------------------------------------------------------------------------------------------RLVLYCKG-----------  1050
gi|117168245|ref|NP_057613.4| MGQEQTFGILNVLEFSSDRKRMSVIVRTPSG----------------------------------------------------------------------------------------------------RLRLYCKG-----------  1050
gi|114649166|ref|XP_522636.2| MGQEQTFGILNVLEFSSDRKRMSVIVRTPSG----------------------------------------------------------------------------------------------------RLRLYCKG-----------  1050
gi|7656912|ref|NP_056618.1| MGQEQTFGILNVLEFSSDRKRMSVIVRLPSG----------------------------------------------------------------------------------------------------QLRLYCKG-----------  1050
gi|118085026|ref|XP_417130.2| LGKEKTFEILNVLEFSSNRKRMSVIVRTPAG----------------------------------------------------------------------------------------------------QLRLYCKG-----------  1050
gi|292627610|ref|XP_002666695.1| RGKEQTYELLNVLEFSSNRKRMSVIVRTPTG----------------------------------------------------------------------------------------------------NLRLYCKGAAKVISVMENV  1050
gi|145602111|ref|XP_001403448.1| EGQEFEYELLAVCEFNSTRKRMSTIYRCPDG----------------------------------------------------------------------------------------------------KIRVYCKG-----------  1050
gi|85087076|ref|XP_957823.1| NGQQLEYELLAVCEFNSTRKRMSTIYRCPDG----------------------------------------------------------------------------------------------------KVRCYCKG-----------  1050
gi|19113278|ref|NP_596486.1| FGKDESYELLHICEFNSTRKRMSIVFRCPDG----------------------------------------------------------------------------------------------------KIRLYVKG-----------  1050
gi|50302485|ref|XP_451177.1| FSEQLEYQLLNICEFNSTRKRMSAIFRMPDG----------------------------------------------------------------------------------------------------SIKLFCKG-----------  1050
gi|45188223|ref|NP_984446.1| ITEEVVYELLNICEFNSTRKRMSAIFRFPDN----------------------------------------------------------------------------------------------------SIRLLCKG-----------  1050
gi|6319293|ref|NP_009376.1| TGEEKEYQLLNICEFNSTRKRMSAIFRFPDG----------------------------------------------------------------------------------------------------SIKLFCKG-----------  1050
gi|124805991|ref|XP_001350596.1| FGKIYEIDTLATIEFTSKRKMSSVICRIPVINPDYNHPTDAKSSNMDKKKNNMDDHLVVGKNEEKEETDDLNVYPPKKEAHSKLNNNNNNNNNNNIRIDNLYDDKNNFNIIYNHNEGRTPEVITCKNSKNSKIMLFCKG-----------  1050
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gi|15218927|ref|NP_176191.1| ----ADNVIFERLANGMDDVRKVTREHLEHFGSSGLRTLCLAYKDLNPETYDSWNEKFIQAKSALRD-REKKLDEVAELIEKDLILIGSTAIEDKLQEGVPTCIETLSRAGIKIWVLTGDKMETAINIAYACNLINNEMKQFVISSETDA  1200
gi|115481986|ref|NP_001064586.1| ----ADNVVYERLADGNNDIKKISREHLEQFGSAGLRTLCLAYRDLSREQYESWNEKFIQAKSSLRD-RDKKLDEVAELIEKDLVLVGCTAIEDKLQEGVPACIQTLSAAGIKIWVLTGDKMETAINIAYACSLVNNDMKQFIISSETDV  1200
gi|117168245|ref|NP_057613.4| ----ADNVIFERLSKD-SKYMEETLCHLEYFATEGLRTLCVAYADLSENEYEEWLKVYQEASTILKD-RAQRLEECYEIIEKNLLLLGATAIEDRLQAGVPETIATLLKAEIKIWVLTGDKQETAINIGYSCRLVSQNMALILLKEDS--  1200
gi|114649166|ref|XP_522636.2| ----ADNVIFERLSKD-SKYMEETLCHLEYFATEGLRTLCVAYADLSENEYEEWLKVYQEASTILKD-RAQRLEECYEIIEKNLLLLGATAIEDRLQAGVPETIATLLKAEIKIWVLTGDKQETAINIGYSCRLVSQNMALILLKEDS--  1200
gi|7656912|ref|NP_056618.1| ----ADNVIFERLSKD-SKYMEETLCHLEYFATEGLRTLCVAYADLSENEYEEWLKVYQEASIILKD-RAQRLEECYEIIEKNLLLLGATAIEDRLQAGVPETIATLLKAEIKIWVLTGDKQETAINIGYSCRLVSQNMALILLKEDS--  1200
gi|118085026|ref|XP_417130.2| ----ADNVIFERLSKD-SQYMEQTLCHLEYFATEGLRTLCIAYADLSENSYREWLNVYNEASILLKD-RTQKLEECYEIIEKDLLLLGATAIEDRLQAGVPETIATLMKAEIKIWILTGDKQETALNIGYSCRLISQSMSLILVNEDS--  1200
gi|292627610|ref|XP_002666695.1| IDVLQDNVIFERLNVT-SQYKELTVAHLEQFATEGLRTLCFAYVDLEEGAYLEWLKEYNRISTVLKD-RAQKLEECYELIEKNLLLLGATAIEDRLQAGVPETIATLMRADIKIWVLTGDKQETAINIGYSCRLVSHGMSLIIVNEDS--  1200
gi|145602111|ref|XP_001403448.1| ----ADTVILERLNES-NPHVEVTLQHLEEYASEGLRTLCLAMREVPDHEFTEWMAVYEKAQTTVSGNRAEELDKAAELIEHSFYLLGATAIEDRLQDGVPETIHTLQNAGVKVWVLTGDRQETAINIGMSCKLLSEDMMLLIVNEET--  1200
gi|85087076|ref|XP_957823.1| ----ADTVILERLNDQ-NPHVDATLRHLEEYASEGLRTLCLAMREIPEHEFQEWMKVYETAQTTIGGNRADELDKAAELIEHDFYLLGATAIEDRLQDGVPETIHTLQEAGIKVWVLTGDRQETAINIGMSCKLLSEDMMLLIVNEES--  1200
gi|19113278|ref|NP_596486.1| ----ADTVIMERLASD-NPYLQTTIHHLEDYATVGLRTLCIAMREVPEDEYQRWSTVFETAASSLVD-RAQKLMDAAEEIEKDLILLGATAIEDRLQDGVPDTISTLQTAGIKIWVLTGDRQETAINIGMSCKLIDEDMGLVIVNEET--  1200
gi|50302485|ref|XP_451177.1| ----ADTVILERLDSEFNPYVQSTLRHLEDYAAEGLRTLCIASRTIPEKEYEEWSKIYEAASTTMKD-RTEELDRAAELIEHDLFFLGATAIEDKLQEGVPETIHHLQEAGLKVWVLTGDRQETAINIGMSCRLLSEDMNLLIVNEET--  1200
gi|45188223|ref|NP_984446.1| ----ADTVILERLAATSNPYVAATLRHLEDYAAEGLRTLCIASRTIPESEYEEWSKLYDAAATTMHN-RSEELDKVAEMIEKGLVLLGATAIEDKLQDGVPETIHTLQQAGIKVWVLTGDRQETAINIGMSCKLLSEDMNLLIVNEDT--  1200
gi|6319293|ref|NP_009376.1| ----ADTVILERLDDEANQYVEATMRHLEDYASEGLRTLCLAMRDISEGEYEEWNSIYNEAATTLDN-RAEKLDEAANLIEKNLILIGATAIEDKLQDGVPETIHTLQEAGIKIWVLTGDRQETAINIGMSCRLLSEDMNLLIINEET--  1200
gi|124805991|ref|XP_001350596.1| ----AGSIILKKLAKR-TDVDEITIEHMETYADEGLRTLCIAQRELSEESFAEWYHLYKEASLSIKD-REEKLESVAEYIENDLILQGITGIEDKLQEGVSSTIEDLRMAGIHIWMLTGDKIETAMNIGIAANLIDNYSEQFIYTEEYIE  1200
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gi|15218927|ref|NP_176191.1| IR-------------------------------EAEERGDQVEIARVIKEEVKRELKKSLEEAQHSLHTVAGPK-LSLVIDGKCLMYALDPSLRVMLLSLSLNCTSVVCCRVSPLQKAQVTSLVRKG-AQKITLSIGDGANDVSMIQAAH  1350
gi|115481986|ref|NP_001064586.1| IR-------------------------------EAEDRGDPVEIARVIKESVKQSLKSYHEEARGSLISTPGQK-LALIIDGRCLMYALDPTLRVDLLGLSLICHSVVCCRVSPLQKAQVASLVKKG-AHKITLSIGDGANDVSMIQAAH  1350
gi|117168245|ref|NP_057613.4| ------------------------------------------------LDATRAAITQHCTDLGN---LLGKENDVALIIDGHTLKYALSFEVRRSFLDLALSCKAVICCRVSPLQKSEIVDVVKKR-VKAITLAIGDGANDVGMIQTAH  1350
gi|114649166|ref|XP_522636.2| ------------------------------------------------LDATRAAITQHCTDLGN---LLGKENDVALIIDGHTLKYALSFEVRRSFLDLALSCKAVICCRVSPLQKSEIVDVVKKR-VKAITLAIGDGANDVGMIQTAH  1350
gi|7656912|ref|NP_056618.1| ------------------------------------------------LDATRAAITQHCTDLGN---LLGKENDVALIIDGHTLKYALSFEVRRSFLDLALSCKAVICCRVSPLQKSEIVDVVKKR-VKAITLAIGDGANDVGMIQTAH  1350
gi|118085026|ref|XP_417130.2| ------------------------------------------------LDATRASLTHHCNSLGD---SLGKENDIALIIDGHTLKYALSFEVRQSFLDLALSCKAVICCRVSPLQKSEIVDMVKKH-VNAITLAIGDGANDVGMIQTAH  1350
gi|292627610|ref|XP_002666695.1| ------------------------------------------------LDATRATLTAHCSSLGD---SLRKENELALIIDGQTLKYALSFEVRQAFLDLALSCKAVICCRVSPLQKSEIVDMVKKH-VKAITLAIGDGANDVGMIQTAH  1350
gi|145602111|ref|XP_001403448.1| ------------------------------------------------AAATRDNIQKKLEAIRTQGDGTIEMETLALVIDGKSLTYALEPELDKMFLDLAIMCKAVICCRVSPLQKALVVKLVKKYQKESILLAIGDGANDVAMIQAAH  1350
gi|85087076|ref|XP_957823.1| ------------------------------------------------AEATRDNLQKKLDAIRNQGDATIEMETLALVIDGKSLTYALEKDMEKLFLDLAIMCKAVICCRVSPLQKALVVKLVKKYQKESILLAIGDGANDVSMIQAAH  1350
gi|19113278|ref|NP_596486.1| ------------------------------------------------KEATAESVMAKLSSIYRNEATTGNVESMALVIDGVSLTYALDFSLERRFFELASLCRAVICCRVSPLQKALIVKMVKRN-TGEVLLAIGDGANDVPMIQAAH  1350
gi|50302485|ref|XP_451177.1| ------------------------------------------------KEDTRTNLQSKLNAIESHQISQQDMNSLALVIDGKSLGYALEEDLEDQFLTIGKLCKAVICCRVSPLQKALVVKMVKRK-TSSLLLAIGDGANDVSMIQAAH  1350
gi|45188223|ref|NP_984446.1| ------------------------------------------------KESTRNNLIDKLRAINDHQISQQDMNTLALVIDGKSLGFALEPDLEEFLLAIGKMCRAVICCRVSPLQKALVVKMVKRR-TKSLLLAIGDGANDVSMIQAAH  1350
gi|6319293|ref|NP_009376.1| ------------------------------------------------RDDTERNLLEKINALNEHQLSTHDMKSLALVIDGKSLGFALEPELEDYLLTVAKLCKAVICCRVSPLQKALVVKMVKRK-SSSLLLAIASGANDVSMIQAAH  1350
gi|124805991|ref|XP_001350596.1| SEEALIKKIDDDILMVEKSLNIPHYNFDDENNNVEDEKRKTFFRNNFIKNFFCAKNKSGLLLNPDKYNMLINTLNYVLVVDGSVIDLLLSEKMERKFFYLADKCSSVICGRVSPYQKGAIVSSANRL-LNKITLAIGDGANDRNMINTAN  1350
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gi|15218927|ref|NP_176191.1| VGIGISGMEGMQAVMASDFAIAQFRFLTDLLLVHGRWSYLRICKVVMYFFYKNLTFTLTQFWFTFRTGFSGQRFYDDWFQSLFNVVFTALPVIVLGLFEKDVSASLSKRYPELYREGIRNSFFKWRVVAVWATSAVYQSLVCYLFVTTSS  1500
gi|115481986|ref|NP_001064586.1| VGIGISGQEGMQAVMASDFAIAQFRYLTDLLLVHGRWSYLRLCKVITYFFYKNLTFTLTQFWFTFQTGFSGQRFYDDWFQSLYNVIFTALPVIMVGLFDKDVSASLSKKYPKLYQEGIRNTFFKWRVIAVWAFFAFYQSIVFYYFTAAAS  1500
gi|117168245|ref|NP_057613.4| VGVGISGNEGMQATNNSDYAIAQFSYLEKLLLVHGAWSYNRVTKCILYCFYKNVVLYIIELWFAFVNGFSGQILFERWCIGLYNVIFTALPPFTLGIFERSCTQESMLRFPQLYKITQNGEGFNTKVFWGHCINALVHSLILFWFPMKAL  1500
gi|114649166|ref|XP_522636.2| VGVGISGNEGMQATNNSDYAIAQFSYLEKLLLVHGAWSYNRVTKCILYCFYKNVVLYIIELWFAFVNGFSGQILFERWCIGLYNVIFTALPPFTLGIFERSCTQESMLRFPQLYKITQNGEGFNTKVFWGHCINALVHSLILFWFPMKAL  1500
gi|7656912|ref|NP_056618.1| VGVGISGNEGMQATNNSDYAIAQFSYLEKLLLVHGAWSYNRVTKCILYCFYKNVVLYIIELWFAFVNGFSGQILFERWCIGLYNVIFTALPPFTLGIFERSCTQESMLRFPQLYRITQNAEGFNTKVFWGHCINALVHSLILFWVPMKAL  1500
gi|118085026|ref|XP_417130.2| VGVGISGNEGMQATNCSDYAIAQFSYLEKLLLVHGAWSYNRVTKCILYCFYKNVVLYIIELWFAFVNGFSGQILFERWCIGLYNVIFTALPPFTLGIFERSCTQDSMLRFPQLYKITQNADGFNTRVFWGHCINALIHSIILFWFPLKVL  1500
gi|292627610|ref|XP_002666695.1| VGVGISGNEGMQATNSSDYSIAQFSYLEKLLLVHGAWSYNRVTKCILYCFYKNVVLYIIELWFAFVNGFSGQILFERWCIGLYNVIFTALPPFTLGIFDRPCSQQNMIRFPQLYRITQNAEGFNTKVFWGHCINALIHSIILFWFPLKAL  1500
gi|145602111|ref|XP_001403448.1| IGIGISGMEGLQAARSADVSIAQFRFLRKLLLVHGAWSYQRVSKAILFSFYKNITLYMTQFWYTFQNVFSGQIIYESWTLSFYNVLFTVLPPLALGILDQYVSAGLLDKYPQLYGIGQQNKFFKFKNFAQWIANAMYHSLLLYLGAVVFW  1500
gi|85087076|ref|XP_957823.1| IGVGISGMEGLQAARSADVSIAQFRYLRKLLLVHGAWSYHRVSKTILFSFYKNICLYLTQFWYTFQNVFSGEVIYESWTLSFYNVFFTVLPPLALGILDQFVSARLLDRYPQLYNLGQRNTFFKIRVFGEWIINAVYHSIILYVGGCLFW  1500
gi|19113278|ref|NP_596486.1| VGVGISGMEGLQAVRSSDFSISQFCYLKKLLLVHGSWCYQRLSKLILYSFYKNIALYMTQFWYAFCNAFSGQVIFESWSISLYNVLFTVLPPVVIGIFDQFVSAGQLFQYPQLYQLGQRSEFFNLKRFWSWITNGFYHSLLLFLCSIAVF  1500
gi|50302485|ref|XP_451177.1| VGVGISGMEGMQAARSADFAIGQFRFLRKLLIVHGSWSYQRISLAILYSFYKNMALYMTQFWYVFANAFSGQSIMESWTLTFYNVFFTVMPPFVIGIFDQFVTSRLLDRYPQLYKLGQKGQFFSVTIFWGWVLNGFYHSAVVFIGSVLFY  1500
gi|45188223|ref|NP_984446.1| VGVGISGMEGMQAARSADFALGQFKYLKKLLLVHGSWSYQRISQAILYSFYKNIALYMTQFWYVLYNAFSGQSIMESWTLTFYNWGGTAAPPGPPKRRDQFERSGLLNRDAQSCTVGQKGQFWPATIFRGSAINGNYHNWITIDGWIMDY  1500
gi|6319293|ref|NP_009376.1| VGVGISGMEGMQAARSADIALGQFKFLKKLLLVHGSWSYQRISVAILYSFYKNTALYMTQFWYVFANAFSGQSIMESWTMSFYNLFFTVWPPFVIGVFDQFVSSRLLERYPQLYKLGQKGQFFSVYIFWGWIINGFFHSAIVFIGTILIY  1500
gi|124805991|ref|XP_001350596.1| IGIGIRGQEGVQAFNSSDYGISQFRFLKNLLLVHGRLSYRRISKLVVYMFYKNMVLIFPLFIFGSISLYSGQKIYFEFLLHLFNVLFTAIPVVIHAVLDQDISLNTAMEKPNLYKLGIHHYYFNIRTFISWVMNSLFHGSVVFLIPLYFL  1500
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gi|15218927|ref|NP_176191.1| FG--AVNSSGKVFGLWDVSTMVFTCLVIAVNVRILLMSNSITRWHYITVGGSILAWLVFAFVYCGIMTPHDRNENVYFVIYVLMSTFYFYFTLLLVPIVSLLGDFIFQGVERWFFPYDYQIVQEIHRHESDASKADQLEVENELTPQEAR  1650
gi|115481986|ref|NP_001064586.1| RY--GHGSSGKILGLWDVSTMAFTCVVVTVNLRLLMSCNSITRWHYISVAGSITAWFMFIFIYSAIMTSFDRQENVYFVIYVLMSTFFFYLTLLLVPIIALFGDFLYLSIQRWFFPYDYQVIQEMHRDEPHEYSRIQLPETSHLSPEEAR  1650
gi|117168245|ref|NP_057613.4| EH-DTVLTSGHATDYLFVGNIVYTYVVVTVCLKAGLETTAWTKFSHLAVWGSMLTWLVFFGIYSTIWPTIPIAPDMRGQATMVLSSAHFWLGLFLVPTACLIEDVAWRAAKHTCKKTLLEEVQELETKSRVLGKAVLRDSNGKR--LNER  1650
gi|114649166|ref|XP_522636.2| EH-DTVLTSGHATDYLFVGNIVYTYVVVTVCLKAGLETTAWTKFSHLAVWGSMLTWLVFFGIYSTIWPTIPIAPDMRGQATMVLSSAHFWLGLFLVPTACLIEDVAWRAAKHTCKKTLLEEVQELETKSRVLGKAVLRDSNGKR--LNER  1650
gi|7656912|ref|NP_056618.1| EH-DTPVTSGHATDYLFVGNIVYTYVVVTVCLKAGLETTAWTKFSHLAVWGSMLIWLVFFGVYSTIWPTIPIAPDMKGQATMVLSSAYFWLGLFLVPTACLIEDVAWRAAKHTCKKTLLEEVQELETKSRVMGKAMLRDSNGKR--MNER  1650
gi|118085026|ref|XP_417130.2| EH-DAVFTNGQGIDYLFVGNIVYTYVVVTVCLKAGLETTAWTRFSHLAVWGSMLLWLVFFGVYSAIWPTFPIAPDMLGQAGMVLRCGYFWFGLFLVPTVCLVKDVAWTAAKHTYHKSLLEQVQELEMKTRELGKAMLRDSNGKS--VNER  1650
gi|292627610|ref|XP_002666695.1| EH-DTPFDNGNSVDYLFVGNIVYTYVVVTVCLKAGMETTAWTRFSHLAVWGSMVLWMLFFAVYSAIWPTIPIAPDMLGQAGRVMQCWSFWLGLILVPTACLLKDVVWNAGRRTVRKTLLEEVQELEARAVDPGAAVLRDASGRS--LNER  1650
gi|145602111|ref|XP_001403448.1| RR-SSPNK----------------------LDKS---------IHVLSIPGSFVIWVVFIVFYASVFPRFNISIEYDGLVPRLFPSAVFWVQLVVLPVLCLLRDVAWKYAKRMYRPEAYHHIQEIQKYNIQDYRPRMDQFQKAI--RKVR  1650
gi|85087076|ref|XP_957823.1| LN-DGPQGDGFPGGKWVWGTAMYGAVLLTVLGKAALVTNNWTKYHVIAIPGSMAFWILFVAVYGEVAPKLNISVEYFGVIPRLFTSPIFWIQMPTLAILCLLRDFAWKFSKRLWRPEAYHHVQEIQKYNIQDYRPRMEQFQKAI--RKVR  1650
gi|19113278|ref|NP_596486.1| YY-DGPNKDGLASGHWVWGTTLYAAILATVLGKAALISNHWTQYTVIATLGSFLLWIVFMPIYAVAAPAIGFSKEYYGIIPHLYGNLKFWASLLVLPTIALMRDFVWKYSSRMYYPEEYHYVQEIQKYNVTDYRPRIVGFHKAI--RKIR  1650
gi|50302485|ref|XP_451177.1| RYGNCLNMGGETADHWVWGVGIYTTSIIIVLGKAALITSQWTKFTLVAIPGSLVIWLLFFPFYSAVFPRVNVSKEYYGIIGHVYGSATFWLMCIVLPVFALLRDFVWKYYKRTYSPESYHVVQEMQKYNISDYRPRMEQFQKAI--RKVR  1650
gi|45188223|ref|NP_984446.1| RYGAAGAMHGETADHWVWGVAIQPTSIIFVLGKAALITNQWTKFTVLAIPGSLVFWLLFFPIYAYLLPGLNVSKEYYGIVSHVYGSFTFWAMCYVLPVLALLRDLLWKYYKRTYTPESYHVVQEMQKYDISDNRPRIEQFQKAI--RKVR  1650
gi|6319293|ref|NP_009376.1| RYGFALNMHGELADHWSWGVTVYTTSVIIVLGKAALVTNQWTKFTLIAIPGSLLFWLIFFPIYASIFPHANISREYYGVVKHTYGSGVFWLTLIVLPIFALVRDFLWKYYKRMYEPETYHVIQEMQKYNISDSRPHVQQFQNAI--RKVR  1650
gi|124805991|ref|XP_001350596.1| SYYNIPTSDGIPYDIWTVGCATYFLTVLIVNFKILFETYYLNILPISGIALSIFSFVLLVTAFSFMCVGS---IHLLGTIVYLVQSLRFWLVVILGLFTALLRDYVFKVYKRNFNPEIYHLLLDQENAKIGMNDVIDQLKLNEFD--KDD  1650
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gi|15218927|ref|NP_176191.1| SYAISQLPREL------------SKHTGFAFDSPGYESFFASQLGIYAPQKAWDVARRASMRSRPKVPKK------------------------------------------  1762
gi|115481986|ref|NP_001064586.1| SYAISMLPRES------------SKHTGFAFDSPGYESFFASQQGVGVPHKPWDVARRASMKQRQKTGGS------------------------------------------  1762
gi|117168245|ref|NP_057613.4| DRLIKRLGRKTPPTLFRGSSLQQGVPHGYAFSQ-EEHGAVSQEEVIRAYDTTKKKSRKK-----------------------------------------------------  1762
gi|114649166|ref|XP_522636.2| DRLIKRLGRKTPPTLFRGSSLQQGVPHGYAFSQ-EEHGAVSQEEVIRAYDTTKKKSRKK-----------------------------------------------------  1762
gi|7656912|ref|NP_056618.1| DRLIKRLSRKTPPTLFRTGSIQQCVSHGYAFSQ-EEHGAVTQEEIVRAYDTTKENSRKK-----------------------------------------------------  1762
gi|118085026|ref|XP_417130.2| DHLLKRLGRKTPPSLFRAHSVQQSVSHGYAFSQ-EEHGVVSQSQVVRSYDTTKRRTEIE-----------------------------------------------------  1762
gi|292627610|ref|XP_002666695.1| AHLLTRVFRKTPSSVGRSNSVQQTVSHGYAFSQ-EEHGVVSQSQVVRSYDTTRQRPSL------------------------------------------------------  1762
gi|145602111|ref|XP_001403448.1| --QVQRMRKQR----------------GYAFSQ-ADE---SQTRVLQAYDTTQNRGRYGEMASSKGR---------------------------------------------  1762
gi|85087076|ref|XP_957823.1| --QVQRMRKQR----------------GYAFSQ-ADE---SQTRVLQAYDTTQHRGRYGEMASSRPNQ--------------------------------------------  1762
gi|19113278|ref|NP_596486.1| --QMQRMRKQR----------------GYAFSQ-GEE---DQSRILDAYDTTHTRGAYGEMR--------------------------------------------------  1762
gi|50302485|ref|XP_451177.1| --QVQRMKKQR----------------GFAFSQ-SEEG--GQDRIIRMYDTTLKRGVHGELADASLNPFNDTP-------AQVEPSSNVGLRQSFESTNPFKDV--------  1762
gi|45188223|ref|NP_984446.1| --QVQRMKKQR----------------GFAFSQ-SEEA--GQDRIVRMYDTTQKRGTHGELQDPSMNPFKDL----------------------------------------  1762
gi|6319293|ref|NP_009376.1| --QVQRMKKQR----------------GFAFSQ-AEEG--GQEKIVRMYDTTQKRGKYGELQDASANPFNDNNGLGSNDFESAEPFIENPFADGNQNSNRFSSSRDDISFDI  1762
gi|124805991|ref|XP_001350596.1| DIRIEKSKS-----------------LGYAFSE-------ADPACIQLIRKQDNMI--------------------------------------------------------  1762
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