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gi|161077164|ref|NP_611155.3| -----------------------------------------------------------------------MSSVKVAVRVRPFNSREIARESK------------CIIEMAGATTAITNPKVPPNT---SDSVKRFNFDYSYWSHD-HH    63
gi|158293154|ref|XP_314493.3| -----------------------------------------------------------------------MSSVKVAVRVRPFNSREIARESK------------CIIEMAGNTTCITNPKVPPGS---SESVKRFNYDYSYWSHD-PR    63
gi|19924175|ref|NP_004312.2| ---------------------------------------------------------------------MAGASVKVAVRVRPFNSREMSRDSK------------CIIQMSGSTTTIVNPKQP------KETPKSFSFDYSYWSHTSPE    63
gi|194665961|ref|XP_606290.4| ---------------------------------------------------------------------MAGASVKVAVRVRPFNSREMSRESK------------CIIQMSGSTTTIVNPKQP------KETPKSFSFDYSYWSHTSPE    63
gi|6680558|ref|NP_032466.1| ---------------------------------------------------------------------MAGASVKVAVRVRPFNSREMSRDSK------------CIIQMSGSTTTIVNPKQP------KETPKSFSFDYSYWSHTSPE    63
gi|118094941|ref|XP_422660.2| MEQIILSEIPRHVQDNRGIRPSQHGFMTGGSCPTNPIFYDRLTQLVHDGKAVDLIYVDFSKAFGSLPQHSRGEAAAVAGQVHMLLGNEPESRAKRVVVDGLRSKWQPVVRWCSPGVAILNPKQP------KETPKSFSFDYSYWSHTTPA   144
gi|71984441|ref|NP_001022041.1| -----------------------------------------------------------------------MSSVKVAVRVRPFNQREISNTSK------------CVLQVNGNTTTINGHSIN-------KENFSFNFDHSYWSFA-RN    59
gi|145605477|ref|XP_364410.2| --------------------------------------------------------------------MAGG-NIKVVVRCRPFNSREKDRGAK------------CIVEMRGNQTILTAPEGANKK---DQGQKVFAFDRSYWSFD-KE    65
gi|164424699|ref|XP_960661.2| -------------------------------------------------------------MAPGMAPMGGGGNIKVVVRCRPFNAREHDRGAQ------------CIVEMRDNQTVLTTPPDAVVKGGKDQGQKIFAFDRSYWSFD-KN    76
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gi|161077164|ref|NP_611155.3| DADFSTQSMVYKDIGEEMLQHSFDGYNVCIFAYGQTGAGKSYTMMGRQEE-QQEGIIPMICKDLFTRIQDTETD-DLKYSVEVSYMEIYCERVRDLLNPKNKGNLRVREHPLLGPYVEDLSKLAVTDYQDIHDLIDEGNKARTVAATNMN   211
gi|158293154|ref|XP_314493.3| DLEFSTQAMVYSDIGEEMLQHSFDGYNVCIFAYGQTGAGKSYTMMGKQED-GQEGVIPMICKDLFRRIQETESD-DLKYSVEVSYMEIYCERVRDLLNPKNKGNLKVREHPLLGPYVEDLSKLAVTSYQDIHDLIDEGNKARTVAATNMN   211
gi|19924175|ref|NP_004312.2| DINYASQKQVYRDIGEEMLQHAFEGYNVCIFAYGQTGAGKSYTMMGKQEK-DQQGIIPQLCEDLFSRINDTTND-NMSYSVEVSYMEIYCERVRDLLNPKNKGNLRVREHPLLGPYVEDLSKLAVTSYNDIQDLMDSGNKARTVAATNMN   211
gi|194665961|ref|XP_606290.4| DINYASQKQVYRDIGEEMLQHAFEGYNVCIFAYGQTGAGKSYTMMGKQEK-DQQGIIPQLCEDLFSRINDTTND-NMSYSVEVSYMEIYCERVRDLLNPKNKGNLRVREHPLLGPYVEDLSKLAVTSYNDIQDLMDSGNKARTVAATNMN   211
gi|6680558|ref|NP_032466.1| DINYASQKQVYRDIGEEMLQHAFEGYNVCIFAYGQTGAGKSYTMMGKQEK-DQQGIIPQLCEDLFSRINDTTND-NMSYSVEVSYMEIYCERVRDLLNPKNKGNLRVREHPLLGPYVEDLSKLAVTSYNDIQDLMDSGNKPRTVAATNMN   211
gi|118094941|ref|XP_422660.2| DINYASQKQVYRDIGEEMLQHAFEGYNVCIFAYGQTGAGKSYTMMGKQEK-DQQGIIPQLCEDLFSRINDTTND-NMSYSVEVSYMEIYCERVRDLLNPKNKGNLRVREHPLMGPYVEDLSKLAVTSYNDIQDLMDSGNKARTVAATNMN   292
gi|71984441|ref|NP_001022041.1| DPHFITQKQVYEELGVEMLEHAFEGYNVCIFAYGQTGSGKSYTMMGKANDPDEMGIIPRLCNDLFARIDNNNDK-DVQYSVEVSYMEIYCERVKDLLNPNSGGNLRVREHPLLGPYVDDLTKMAVCSYHDICNLMDEGNKARTVAATNMN   208
gi|145605477|ref|XP_364410.2| APNYAGQSNLHTDLGIPLLDNAFQGYNNCIFAYGQTGSGKSYSMMGYGKD---YGIMRLICQDMFERIGKLQTDSNSKCTVEVSYLEIYNERVRDLLNPSTKSNLKVREHPSTGPYVEDLAKLAVSSFQEIEHLMDEGNKARTVAATNMN   212
gi|164424699|ref|XP_960661.2| APNYAGQDQLHEDLGKPLLDNAFQGYNNCIFAYGQTGSGKSYSMMGYGKD---AGIIPMICQDMFKRINDMQQDKNLRCTVEVSYLEIYNERVRDLLNPANKGNLKVREHPSTGPYVEDLAKLVVGSFQEIEHLMDEGNKARTVAATNMN   223
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gi|161077164|ref|NP_611155.3| ETSSRSHAVFTIFFTQRRHDLMTNLTTEKVSKISLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEVAS---KKKNTKKADFIPYRDSALTWLLRENLGGNSKTAMIAAISPADINYDETLSTLRYADRAKQIVCKAVVN   358
gi|158293154|ref|XP_314493.3| ETSSRSHAVFTIFFTQKRQDRMTSLETEKVSKISLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEIAS---KNKKSKKADFIPYRDSVLTWLLRENLGGNSKTAMIAAISPADINYDETLSTLRYADRAKQIVCKAVVN   358
gi|19924175|ref|NP_004312.2| ETSSRSHAVFNIIFTQKRHDAETNITTEKVSKISLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEMDSGPNKNKKKKKTDFIPYRDSVLTWLLRENLGGNSRTAMVAALSPADINYDETLSTLRYADRAKQIRCNAVIN   361
gi|194665961|ref|XP_606290.4| ETSSRSHAVFNIIFTQKRHDAETNITTEKVSKVSLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEMN------KKKKKTDFIPYRDSVLTWLLRENLGGNSRTAMVAALSPADINYDETLSTLRYADRAKQIRCNAVIN   355
gi|6680558|ref|NP_032466.1| ETSSRSHAVFNIIFTQKRHDAETNITTEKVSKISLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEMDSGPNKNKKKKKTDFIPYRDSVLTWLLRENLGGNSRTAMVAALSPADINYDETLSTLRYADRAKQIRCNAIIN   361
gi|118094941|ref|XP_422660.2| ETSSRSHAVFNIIFTQKRHDAETDITTEKVSKISLVDLAGSERADSTGAKGTRLKEGANINKSLTTLGKVISALAEMDSGPNKNKKKKKTDFIPYRDSVLTWLLRENLGGNSRTAMVAALSPADINYDETLSTLRYADRAKQIRCNAVIN   442
gi|71984441|ref|NP_001022041.1| STSSRSHAVFTIVLTQKRHCADSNLDTEKHSKISLVDLAGSERANSTGAEGQRLKEGANINKSLTTLGLVISKLAEEST----KKKKSNKGVIPYRDSVLTWLLRENLGGNSKTAMLAALSPADINFDETLSTLRYADRAKQIVCQAVVN   354
gi|145605477|ref|XP_364410.2| ETSSRSHAVFTLMLTQKSFDVETNMAMEKVAKISLVDLAGSERATSTGATGARLKEGAEINRSLSTLGRVIAALADLSTG--KKKKGGATGQVPYRDSVLTWLLKDSLGGNSMTAMIAAISPADINFDETLSTLRYADSAKRIKNHAVVN   360
gi|164424699|ref|XP_960661.2| ETSSRSHAVFTLMLTQKRFDPETKMEMEKAAKISLVDLAGSERATSTGATGARLKEGAEINRSLSTLGRVIAALADLSTG--KKKKGSAAGQVPYRDSVLTWLLKDSLGGNSMTAMIAAISPADINYDETLSTLRYADSAKRIKNHAVVN   371
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gi|161077164|ref|NP_611155.3| EDANAKLIRELKEEIQKLRDLLKAEGIEVQEEDE--------------LTKSTVIKSPTKSRNRNGSTTEMAVDQLQASEKLIAELNETWEEKLKRTEEIRVQREAVFAEMGVAVKEDGITVGVFSPKKTPHLVNLNEDPNLSECLLYYI   494
gi|158293154|ref|XP_314493.3| EDANAKLIRELKEEIQKLRELLKAEGIEVQEGED--------------GEKK--IHSPNRNRKRTGSSTEMAVDQLQASEKLIAELNETWEEKLKRTEQIRVQREAVFAEMGVAVKEDGITVGVFSPKKSPHLVNLNEDPTLSECLLYYI   492
gi|19924175|ref|NP_004312.2| EDPNNKLIRELKDEVTRLRDLLYAQGLGDITDMTNALVGMSPSSSLSALSSRAASVSSLHERILFAPGSEEAIERLKETEKIIAELNETWEEKLRRTEAIRMEREALLAEMGVAMREDGGTLGVFSPKKTPHLVNLNEDPLMSECLLYYI   511
gi|194665961|ref|XP_606290.4| EDPNNKLIRELKDEVTRLRDLLYAQGLGDITDMTSALVGMSPSSSLSALSSRAASVSSLHERILFAPGSEEAIERLKETEKIIAELNETWEEKLRRTEAIRMEREALLAEMGVAMREDGGTLGVFSPKKTPHLVNLNEDPLMSECLLYYI   505
gi|6680558|ref|NP_032466.1| EDPNNKLIRELKDEVTRLRDLLYAQGLGDITDMTNALVGMSPSSSLSALSSRAASVSSLHERILFAPGSEEAIERLKETEKIIAELNETWEEKLRRTEAIRMEREALLAEMGVAMREDGGTLGVFSPKKTPHLVNLNEDPLMSECLLYYI   511
gi|118094941|ref|XP_422660.2| EDPNNKLIRELKDEVARLRDLLYAQGLGDIIDMTNAIAGISPSSSLSALSSRAASVASLHERIMFAPGSEEAIERLKETEKIIAELNETWEEKLRRTEAIRMEREALLAEMGVAMREDGGTLGVFSPKKTPHLVNLNEDPLMSECLLYYI   592
gi|71984441|ref|NP_001022041.1| EDPNAKLIRELNEEVIKLRHILKDKGIDVT--------------------DVQETPGKHKKGPKLPAHVHEQLEKLQESEKLMAEIGKTWEQKLIHTEEIRKQREEELRDMGLACAEDGTTLGVFSPKKLPHLVNLNEDPLMSECLIYYL   484
gi|145605477|ref|XP_364410.2| EDANARMIRELKEELAMLKTKLGGGGGGGGAGGSGSAVPPDEIYAEGTPLEQQIVSITAADGTVKKVSKAEIAEQLSQSEKLLTDLNQTWEEKLQKTEEIHKEREAALEELGINIEKG--FIGLSTPKKIPHLVNLSDDPLLAECLVYNL   508
gi|164424699|ref|XP_960661.2| EDANARMIRELKEELAQLRSKLGNGGVVG-----DTHVPGEEVYAEGTPLEKQIVSITTPDGTVKKVSKAEIAEQLNQSEKLLQDLNQTWEQKLQKTEEIHKEREAALEELGISIEKG--FIGMSTPKKMPHLVNLSDDPLLAECLVYNL   514
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gi|161077164|ref|NP_611155.3| KEGLTRLG--THEANVPQDIQLSGSHILKEHCTFENK-----NSTVTLLPHKDAIIYVNGRKLVEPEVLKTGSRVILGKNHVFRFTNPEQARELRDKIETENEAENEVEKTDTQQVDWNFAQCELLEKQGIDLKAEMKKRLDNLEEQYK-   636
gi|158293154|ref|XP_314493.3| KDGLTRLG--TSEANVPQDIQLSGSHILKEHCVFENK-----DGVVTLVPHKDALVYVNGRKVIEPEVLQTGSRVILGRNHVFRFTHPEQAREKREKNKEVDVCETPGNSGE--IADWNFAQCELLEKQGIDLKAEMEKRLLALEEQYK-   632
gi|19924175|ref|NP_004312.2| KDGITRVG--REDGERRQDIVLSGHFIKEEHCVFRSDSRGGSEAVVTLEPCEGADTYVNGKKVTEPSILRSGNRIIMGKSHVFRFNHPEQARQERER--------TPCAETPAEPVDWAFAQRELLEKQGIDMKQEMEQRLQELEDQYR-   650
gi|194665961|ref|XP_606290.4| KDGITRVG--REDAEKRQDIVLSGHFIKEEHCVFRSDSCGGSEAVVTLEPCEGADTYVNGKKVTEPSVLRSGNRIIMGKSHVFRFNHPEQARQERER--------TPCAETPAEPVDWAFAQRELLEKQGIDMKQEMEQRLQELEDQYR-   644
gi|6680558|ref|NP_032466.1| KDGVTRVG--REDAERRQDIVLSGHFIKEEHCIFRSDSRGGGEAVVTLEPCEGADTYVNGKKVTEPSILRSGNRIIMGKSHVFRFNHPEQARQERER--------TPCAETPAEPVDWAFAQRELLEKQGIDMKQEMEQRLQELEDQYR-   650
gi|118094941|ref|XP_422660.2| KDGITRVG--REDAEKRQDIVLSGHFIKEEHCLFRSDTRTGGEVIVTLEPCEGADTYVNGKKVTEPSVLRSGNRIIMGKSHVFRFNHPEQARQERER--------TPCAETPAEPVDWAFAQRELLEKQGIDMKQEMEQRLQELEDQYR-   731
gi|71984441|ref|NP_001022041.1| KEGVTSVG--RPVAEHRPDILLSGEAILELHCEFINE-----DGNVTLTMKPNASCYINGKQVTTPTVLHTGSRVILGEHHVFRYNDPQEARQSRHN----------LAAIAEQPIDWKYAQQELLDKQGIDLKADMEKKMLEMESQYR-   616
gi|145605477|ref|XP_364410.2| KPGTTIVGNVESNGEHQANIRLNGSGILHEHCIFDNAQ----DGTVTLIPQPGAAVMVNGKRIAEPKQLHSGYRVILGDFHIFRFNHPMEARAERTE-------------QSLLRQSLTASQLQNLDKATSPMAAKYGHARSVSKAGSDF   641
gi|164424699|ref|XP_960661.2| KPGSTSVGNVESNAEHQANIRLNGSRILHEHCVFENAA----DGTVTVIPKEGAAVMVNGKRVTEPTRLHSGYRIILGDFHIFRFNHPLEAKAERAER---------AEQQSLLRQSLTANQLQALEKSPN-LSPSHNHQQSLSTAVSE-   649
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gi|161077164|ref|NP_611155.3| --REKLQADQQFEEQRKTYEARIDALQKQVEEQSMTMSMYSSYSPEDFHQEEDVYTNPMYESCWTA-REAGLAAWAFRKWRYHQFTSLRDDLWGNAIFLKEANAISVELKKKVQFQFTLLTDTLYSPLPPELASTVAP-----VHQEDEF   778
gi|158293154|ref|XP_314493.3| --REKRAADQEFEEQRKTYEARIDALQKQVEEQSMTMSMYSSYSPEDFHQEEDIFVNPLFESCWTA-REAGLAAWAFRKWRYHQFTSLRDDLWGNAIFLKEANAISVELKKKVQFQFTLLTDTLYSPLPPELTPAPAVGALTNGGQEDEF   779
gi|19924175|ref|NP_004312.2| --REREEATYLLEQQRLDYESKLEALQKQMD---------SRYYPEVNEEEE----EPEDEVQWTE-RECELALWAFRKWKWYQFTSLRDLLWGNAIFLKEANAISVELKKKVQFQFVLLTDTLYSPLPPDLLPPEAAK---------DR   775
gi|194665961|ref|XP_606290.4| --REREEATYLLEQQRLDYESKLEALQKQMD---------SRYYPEVNEEEE----EPEDEVQWTE-RECELALWAFRKWKWYQFTSLRDLLWGNAIFLKEANAISVELKKKVQFQFVLLTDTLYSPLPPDLLPPEAAK---------DR   769
gi|6680558|ref|NP_032466.1| --REREEATYLLEQQRLDYESKLEALQKQMD---------SRYYPEVNEEEE----EPEDEVQWTE-RECELALWAFRKWKWYQFTSLRDLLWGNAIFLKEANAISVELKKKVQFQFVLLTDTLYSPLPPDLLPPEAAK---------DR   775
gi|118094941|ref|XP_422660.2| --REREEANYLLEQQRLDYESKLEALQKQMD---------SRYYPEANEEEE----EPEDEVQWTE-REFELALWAFRKWKWYQFTSLRDLLWGNAIFLKEANAISVELKKKVQFQFVLLTDTLYSPLPPDLLPPDAAK---------DR   856
gi|71984441|ref|NP_001022041.1| --REKVELEQKMYHQTREYESMIENLQKQVDLAQSYISGGGSIWEGERMLTSS-LLEFPEELKWTS-DQKRVVLKAAIKWRYHQFTSVRDDLWGNAIFVKEANAISVELKKKVQFQFALLTDTMYSPLPPDLLPPGED-----------L   751
gi|145605477|ref|XP_364410.2| GADSRPDSPGPFQRDGRDNDWSFARREAASAILGSDQNITNLTDEELNGLFEKLLKEREERVNGRDGEDETESMSSYPMREKYLSTGTIDNFSLDTALTIPSTPRQGEGDEKLREAQEEMQSQLEKRKEEFQGQLKTAEAANVEVEEIRK   791
gi|164424699|ref|XP_960661.2| GDSSRPDSPAPFSRNTKESDWSFARREAAGAILGTDQNFAKLTDEELNALFEDVQRARAERVNVREGDEDIESMASYPTREKYLSTGTLDNFSLDTALTMPSTPKQAETEEKLGQIRDVMQGQLDKQKEEYKDQLKTAEAANVEVEEIKK   799
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gi|161077164|ref|NP_611155.3| GAPPVSKTLVAVEVTDTKNGATHHWSLEKLRYRLELMRQIYNVESPPSSMLFDTSGMEALSGWISPPSQHPGQQAQLLPLEPPVESERGRLTLANLIPSRQRLELMREMYHNEAEMSPTSPDYNVESLTGGDPFYDRFPWFRMVG-----   923
gi|158293154|ref|XP_314493.3| GQNPIPRTTVAVEVTDTKNGATHYWSLEKLR---------------------------------------------------------------------QRLELMREMYHNEAELSPTSPDYNVESLTGGDPFYDRFPWFRMVG-----   855
gi|19924175|ref|NP_004312.2| ETRPFPRTIVAVEVQDQKNGATHYWTLEKLR---------------------------------------------------------------------QRLDLMREMYDRAAEVPSSVIEDCDNVVTGGDPFYDRFPWFRLVG-----   851
gi|194665961|ref|XP_606290.4| ETRPFPRTIVAVEVQDQKNGATHYWTLEKLR---------------------------------------------------------------------QRLDLMREMYDRAAEVPSSIIEDCDNVVTGGDPFYDRFPWFRLVGSYPLL   850
gi|6680558|ref|NP_032466.1| ETRPFPRTIVAVEVQDQKNGATHYWTLEKLR---------------------------------------------------------------------QRLDLMREMYDRAAEVPSSVVEDCDNVVTGGDPFYDRFPWFRLVG-----   851
gi|118094941|ref|XP_422660.2| EKRPFPRTIVAVEVQDQKNGATHYWTLEKLR---------------------------------------------------------------------QRLDLMREMYDRAAEVPSSVIEDCDNVVTGGDPFYDRFPWFRLVG-----   932
gi|71984441|ref|NP_001022041.1| TLRPYPKTVVAIQVQDLKNGATHYWSIEKLKQRLEDMRIFYNSELSVAGTPVDVPYPPVAEGWLAALNRNS----------------------ARLIPDRQRLEAMRDMYETDAEMSPADGDPMMDALMGTDPFYDRFPWFRMVG-----   874
gi|145605477|ref|XP_364410.2| EKARMEDELVTLKAEMQKQLEVQRKTFEDKI---------------------------------------------------------------------ERLDPLKRPKANPKLSEAEIKRAKDVVKHWKNRRYVHMAETLLQN-----   867
gi|164424699|ref|XP_960661.2| EKARMEETLMQLKVDMQKQLEMQRRQFEDKI---------------------------------------------------------------------EKLDPLKRPKANPKLSADEIERAKAVVKKWRSRRYVLMAEAVLQH-----   875
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gi|161077164|ref|NP_611155.3| -----------------------------------------------------------------------------RSFIYLSNLLYPVPLVHKVAIVNERGDVRGYLRIAVQPV-LDEESIDFNNGVKQS--ARLVFNEDD-------   986
gi|158293154|ref|XP_314493.3| -----------------------------------------------------------------------------RSFVYLSNLLYPVPLVHKVAIVNERGDVRGYLRVAVQPV-MDEENADFSNGVKQS--ARILFDEEQN------   919
gi|19924175|ref|NP_004312.2| -----------------------------------------------------------------------------RAFVYLSNLLYPVPLVHRVAIVSEKGEVKGFLRVAVQAISADEEAPDYGSGVRQSGTAKISFDDQHFEKFQSE   924
gi|194665961|ref|XP_606290.4| NTCMSERMAALTPSPTFSSPDSDATEPAEEQSVGEEEEEEEEEEEEEDLQDDVFPEHVLCDGRDPFYDRPPLFSLVGRAFVYLSNLLYPVPLVHRVAVVSEKGEVKGFLRVAVQAISADEEAPDYGSGVRQSGTAKISFDDQHFEKVS--   998
gi|6680558|ref|NP_032466.1| -----------------------------------------------------------------------------RAFVYLSNLLYPVPLVHRVAIVSEKGEVKGFLRVAVQAISADEEAPDYGSGVRQSGTAKISFDDQHFEKFQSE   924
gi|118094941|ref|XP_422660.2| -----------------------------------------------------------------------------RAFVYLSNLLYPVPLVHRVAIVSEKGEVKGFLRVAVQAISADEEAPDYGSGVRQSGTAKISFDDQHFEKFQSE  1005
gi|71984441|ref|NP_001022041.1| -----------------------------------------------------------------------------RAFVYLNNLLHNVPLIHKVAVVNEKGEVKGYLKVAIEPVQKDEVINQK-KGVRQT--AKLHFRKED-------   937
gi|145605477|ref|XP_364410.2| ------------------------------------------------------------------------------ASTLKEAQVMSQELEEHVSFQFTVVDVGHVLCSSYDMVLNGLPGEGDDVALEEAPKPCIGVRVIDYRDSSVR   939
gi|164424699|ref|XP_960661.2| ------------------------------------------------------------------------------AATLKEAQVMSHELNESVVFQFTIVDVGHLLCSSYDMVLNGLTGEGDDIALETALKPCVGIRVIDYKHSVVH   947
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gi|161077164|ref|NP_611155.3| ---AKPKYRALNEKDDVQRYIDNGG-LDSKLEEL--EDVDS------GRGIDSNSASECHE-NSEEPGEHLQVGKEFTFRVTVLQATGIGAEYADIFCQFNFLHRHEEAFSTEPVKNSASGAPLGFYHVQNITVPVTKSFIEYLKTQPIM  1123
gi|158293154|ref|XP_314493.3| GQHKVPKIRTIPDKD--EKYIEGGNEMGTKLEELEQEDADS------GRG-DSSVASELHESNDQEPGEHLQPGKEFTFRVTVLQATGIAAEYADIFCQFNFLHRHEEAFSTEPVKNSGSGAPLGFYHVQNITVPVTKSFIEYLKTQPIV  1060
gi|19924175|ref|NP_004312.2| SCPVVGMSRSGTSQEELRIVEGQGQGADVGPSADEVNNNTCSAVPPEGLLLDSSEKAALDG-PLDAALDHLRLGNTFTFRVTVLQASSISAEYADIFCQFNFIHRHDEAFSTEPLKNTGRGPPLGFYHVQNIAVEVTKSFIEYIKSQPIV  1073
gi|194665961|ref|XP_606290.4| -CPGVGMSRSGTSQEELRIVEGQGQAADSGPSADEVNNNTS--VTPEG-LLDSPEKAALDG-PLDAALDHLGLGSTFTFRVTVLQASSISAEYADIFCQFNFIHRHDEAFSTEPLKNTGRGPPLGFYHVQNIAVEVTRSFIEYIKSQPLV  1143
gi|6680558|ref|NP_032466.1| SCPVVGMSRSGTSQEELRIVEGQGQGADAGPSADEVNNNTCSAVPPEG-LMDSPEKAALDG-PLDTALDHLRLGSTFTFRVTVLQASSISAEYADIFCQFNFIHRHDEAFSTEPLKNTGRGPPLGFYHVQNIAVEVTKSFIEYIKSQPIV  1072
gi|118094941|ref|XP_422660.2| SCPAVGMSRSGTSQEELRIVEGQGQISDLGPSADEVNNNTC-AVTPEDLLLDSPEKSTMDG-PLEAALDHLKLGSIFTFRVTVLQASSISAEYADIFCQFNFIHRHDEAFSTEPLKNTGRGPPLGFYHVQNIAVEVTKSFIEYIKSQPIV  1153
gi|71984441|ref|NP_001022041.1| -------------------------------------------------FLKSHKNGETSDSDALAFPEHMQEEVEFCFRVVVLQAIDVADTYSDVFCQFNFLHRHDEAFSTEPMKNSKS--PLTFEHTQNLHIKMSKTFLHYLHHFPII  1036
gi|145605477|ref|XP_364410.2| LWSLEKLHDRVRQMRQMYQYLDEPEYSQHLSFDNPFVENCMPQYTLVG-ETDVPLRAVFESRVQDFTLDVLSPHTSHVIGIIKLSLEPSSARAPSNTLKFNVVMSEMVGFAER--EGTEVHAQLFIPGVSEEDGVTTTQMISDFDEGPIR  1086
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