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gi|6678291|ref|NP_033380.1| ----------------MTRAPRCPAVRSLLRSRYREVWPLATFVRRLGPEGR---RLVQPGDPKIYRTLVAQCLVCMHWGSQPPPADLSFHQVSSLKELVARVVQRLCE-------------RNERNVLAFGFELLNEARGGPPMAFTSS   118
gi|55741827|ref|NP_445875.1| ----------------MPRAPRCPAVRSLLRSRYREVWPLATFVRRLGLEGS---RLVQPGDPKVFRTLVAQCLVCVPWGSQPPPADLSFHQVSSLKELVSRVVQKLCE-------------RGERNVLAFGFALLNGARGGPPMAFTTS   118
gi|109633031|ref|NP_937983.2| ----------------MPRAPRCRAVRSLLRSHYREVLPLATFVRRLGPQGW---RLVQRGDPAAFRALVAQCLVCVPWDARPPPAAPSFRQVSCLKELVARVLQRLCE-------------RGAKNVLAFGFALLDGARGGPPEAFTTS   118
gi|114598857|ref|XP_001141663.1| ----------------MPRAPRCRAVRSLLRSHYREVLPLATFVRRLGPQGW---RLVQRGDPAAFRALVAQCLVCVPWDARPPPAAPSFRQVSCLKELVARVLQRLCE-------------RGAKNVLAFGFALLDGARGGPPEAFTTS   118
gi|74003121|ref|XP_851664.1| ----------------MPRAPRCRAVRALLRGRYREVLPLATFLRRLGPPGR---LLVRRGDPAAFRALVAQCLVCVPWGARPPPAAPCFRQVSCLKELVARVVQRLCE-------------RGARNVLAFGFALLDGARGGPPVAFTTS   118
gi|114053049|ref|NP_001039707.1| ----------------MPRAPRCRAVRALLRASYRQVLPLAAFVRRLRPQGH---RLVRRGDPAAFRALVAQCLVCVPWDAQPPPAAPSFRQVSCLKELVARVVQRLCE-------------RGARNVLAFGFTLLAGARGGPPVAFTTS   118
gi|71896531|ref|NP_001026178.1| MERGAQPGVGVRRLRNVAREEPFAAVLGALRGCYAEATPLEAFVRRLQEGGTGEVEVLRGDDAQCYRTFVSQCVVCVPRGARAIPRPICFQQLSSQSEVITRIVQRLCE-------------KKKKNILAYGYSLLDENSCHFRVLPSSC   137
gi|139947514|ref|NP_001077335.1| ------------MSGQYSTDGGFRPVLEILRSLYPVVQTLEEFTDGLQFPDGRKPVLLEETDGARFKKLLSGLIVCAYT----PPQLRVPAQLSTLPEVLAFTLNHIKR-------------KKLRNVLGFGYQCSDVTTSSDPFRFHGD   121
gi|15237420|ref|NP_197187.1| ----------------MPRKPRHRVPEILWRLFGNRARNLNDAIVDLIPNRNIQPEQCRCRGQGCLGCSSDKPAFLLRSDDPIHYRKLLHRCFVVLHEQTPPLLDFSPTS-----------WWSQREIVERIIEMMQSG-CDCQNVICAR   122
gi|115488246|ref|NP_001066610.1| ---------MPRRRRRRRAAPGGQVPPELRLAYGARALTLGRAVFSLLPSPR----HCESPCPACRGRVASGCLACRRWEHLLRDGDPVAYRRLITRAVCAIAADDLSAPPPPRYTPGNSGHSQARLVREMMKSIVADQSHGTKNVLCNG   137
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gi|6678291|ref|NP_033380.1| VRSYLPNTVIETLRVSGAWMLLLSRVGDDLLVYLLAHCALYLLVPPSCAYQVCGSPLYQICATTDIWPSVSASYRPT------------------------------RPVGRNFTNLRFLQQIK-SSSRQEAPKPLALPSRGTKRHLSLT   237
gi|55741827|ref|NP_445875.1| VHSYLPNSVTESLCVSGAWMLLLSRVGDDLLVYLLSHCALYLLVPPSCAYQVCGSPLYQICATTDTWSSVPAGYRPT------------------------------RPVGGNFTNLGSAHQIK-NSGHQEAPKPQALPSRGTKRLLSLT   237
gi|109633031|ref|NP_937983.2| VRSYLPNTVTDALRGSGAWGLLLRRVGDDVLVHLLARCALFVLVAPSCAYQVCGPPLYQLG-------AATQARPPP------------------------------HASGPRR---RLGCERAWNHSVREAGVPLGLPAPGARRRGGSA   228
gi|114598857|ref|XP_001141663.1| VRSYLPNTVTDALRGSGAWGLLLRRVGDDVLVHLLARCALFVLVAPSCAYQVCGPPLYQLG-------AATQARPPP------------------------------HASGPRR---RLGCERAWNHSVREAGVPLGLPAPGARRRGGSA   228
gi|74003121|ref|XP_851664.1| VRSYLPNTVTETLRGSGAWGLLLRRVGDDVLTHLLARCALYLLVAPSCAYQVCGPPLYDLCA------PASLPLPAP------------------------------GLPGLP----GLPGLGAGAGASADLRPTRQAQNSGARRRRGSP   228
gi|114053049|ref|NP_001039707.1| VRSYLPNTVTDTLRGSGAWGLLLHRVGDDVLTHLLSRCALYLLVPPTCAYQVCGPPLYDLRA------AAAAARRPT------------------------------RQVGGTRAGFGLPRPASSNGGHGEAEGLLEARAQGARRRRSSA   232
gi|71896531|ref|NP_001026178.1| IYSYLSNTVTETIRISGLWEILLSRIGDDVMMYLLEHCALFMLVPPSNCYQVCGQPIYELISRNVGPSPGFVRRRYSRFKHNSLLDYVRKRLVFHRHYLSKSQWWKCRPRRRGRVSSRRKRRSHRIQSLRSGYQPSAKVNFQAGRQISTV   287
gi|139947514|ref|NP_001077335.1| VS-----QTAASISTSEVWKRINQRLGTEVTRYLLQDCAVFTTVPPSCVLQVCGEPVYDLLMPRSWSGFFLSNSDNE------------------------------RISGAMRKFPAVQKTVAISKKRTRDNEKYISVKRRRVKETVNN   236
gi|15237420|ref|NP_197187.1| YDKYDQSSPILELLTSSSWEFLLKRVGHDVMVYLLQQTSIFLPLLGKKHQQVSGPPLCIKHKRTLSVHENKRKRDDN-------------------------------VQPPTKRQWLSSAVDDCPKDDSATITPIVGEDVDQHREKKTT   241
gi|115488246|ref|NP_001066610.1| LHEGGQSICISDLVSSSSWSILLHRIGDLLMCYLLRCTSIFLPVKKNDYFQVSGVPLNVVLRNPIFASTVARKHQPQTTKAKCHTCYLWKSANMAEN--------LSICHDSSNSGVNSSFSSTCKIVTQQSCETCGSIRRAESKDPSEG   279
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gi|6678291|ref|NP_033380.1| ST--------------SVPSAKKARCY--------PVPRVEEGPHRQVL-------PTPSGKS--------WVPSPARSPEVPTAEKDLSSKGKVSDLSLSG------------------------------------------------   302
gi|55741827|ref|NP_445875.1| ST--------------NVPSAKKARFE--------PALRVDKGPHRQVV-------PTPSGKT--------WAPSPAASPKVPPAAKNLSLKGKASDPSLSG------------------------------------------------   302
gi|109633031|ref|NP_937983.2| SR--------------SLPLPKRPRRG--------AAPEPERTPVGQGS-------WAHPGRTRGPSDRGFCVVSPARPAEEATSLEGALSG---TRHSHPS------------------------------------------------   298
gi|114598857|ref|XP_001141663.1| SR--------------SLPLPKRPRRG--------AAPEPERTPVGQGS-------WAHPGRTRGPSDRGFCVVSPARPAEEATSLEGALSG---TRHSHPS------------------------------------------------   298
gi|74003121|ref|XP_851664.1| GS--------------GVPLAKRPRRS--------VAS----EPERGAH-------RSFP-----------RAQQPPVSEAPAVTP-AVAAS---PAASWEG------------------------------------------------   282
gi|114053049|ref|NP_001039707.1| RG--------------RLPPAKRPRRG--------LEPG--RDLEGQVA-------RSPP-----------RVVTPTRDAAEAKSRKGDVPG---PCRLFPG------------------------------------------------   289
gi|71896531|ref|NP_001026178.1| TARLEKQSCSSLCLPARAPSLKRKRDGEQVEITAKRVKVMEKEIEEQACSIVPDVNQSSSQRHGTSWHVAPRAVGLIKEHYISERSNSEMSGPSVVRRSHPGKRPVADKSSFPQGVQGNKRIKTGAEKRAESNRRGIEMYINPIHKPNRR   437
gi|139947514|ref|NP_001077335.1| NNG----------NYRSLCFAISKKR---------AIDNEENISLKRRR-------MEETDQVAKIRNENHESQSFAISKKRARDNEENISLKRQRMEEIDQ------------------------------------------------   312
gi|15237420|ref|NP_197187.1| KR--------------SRIYLKRRRKQ------------------RKVN----------------------FKKVDCNAPCITPSTNGKVSTGNDEMNLHIG------------------------------------------------   289
gi|115488246|ref|NP_001066610.1| CNCPKFPSDGRSGECCNCYTHNTRKRKRLYSWQRRSKKKQVCSVDESSAEWSKLNGSNFNMSNGPSENLAGKMNDQAQSVELTVDNTSLARSNDDSSSEIKVIN------------------------------ATILSSEKSPCSVFDI   399
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gi|6678291|ref|NP_033380.1| --------------------------SVCCKHKPSSTSLLSPPRQNAFQL--RPFIETRHFLYSRGDGQERLNPSFLLSNLQPNLTGARRLVEIIFLGSRPRT-------SGPLCRTHRLSRRYWQMRPLFQQLLVNHAECQYVRLLRSH   417
gi|55741827|ref|NP_445875.1| --------------------------SVCCKHKPSSSSLLSSPPQDAEKL--RPFTETRHFLYSRGGGQEELNPSFLLNSLPPSLTGARRLVEIIFLGSRPRT-------SGPFCRTRRLPRRYWQMRPLFQQLLMNHAKCQYVRFLRSH   417
gi|109633031|ref|NP_937983.2| --------------------------VGRQHHAGPPSTSRPPRPWDTPCP--PVYAETKHFLYSSG-DKEQLRPSFLLSSLRPSLTGARRLVETIFLGSRPWM-------PGTPRRLPRLPQRYWQMRPLFLELLGNHAQCPYGVLLKTH   412
gi|114598857|ref|XP_001141663.1| --------------------------VGRQHHAGPPSTSRPPRPWDTPCP--PVYAETKHFLYSSG-DKEQLRPSFLLSSLRPSLTGARRLVETIFLGSRPWM-------PGTPRRLPRLPQRYWQMRPLFLELLGNHAQCPYGVLLKTH   412
gi|74003121|ref|XP_851664.1| --------------------------GPPGTRPTTPAWHPSPGPQGVPHD--PAHPETKRFLYCSG-GRERLRPSFLLSALPPTLSGARKLVETIFLGSAPQK-------PGAARRMRRLPARYWRMRPLFQELLGNHARCPYRALLRTH   396
gi|114053049|ref|NP_001039707.1| --------------------------GERGVG--SASWRLSP-SEGEPGA--GACAETKRFLYCSG-GGEQLRRSFLLCSLPPSLAGARTLVETIFLDSKPGP-------PGAPRRPRRLPARYWQMRPLFRKLLGNHARSPYGALLRAH   400
gi|71896531|ref|NP_001026178.1| GIERRINPTHKPELNSVQTEPMEGASSGDRKQENPPAHLAKQLPNTLSRS--TVYFEKKFLLYSRS-YQEYFPKSFILSRLQGCQAGGRRLIETIFLSQNPLKEQQNQSLPQQKWRKKRLPKRYWQMREIFQKLVKNHEKCPYLVFLRKN   584
gi|139947514|ref|NP_001077335.1| -------------------------VAKIRNENHGSQSWKPADQRPPRPS--QCSIRVLSMLYNGRGMKNFLLNRKLKGVGGARRMQGEDLVRMIFLQSESND-----------SKPKKLPKRFFAMVPLFSRLLRQHRKCPYRLFLQRK   424
gi|15237420|ref|NP_197187.1| --------------------------------------INGSLTDFVKQA--KQVKRNKNFKFGLSETYSVIPPNHILKTLRPNCSDSKLLMNHIFGEVNVWSTTP---SHGKGNCPSGSICLYHSLLKSLKNLIGKTKSSHLKMLLDKH   396
gi|115488246|ref|NP_001066610.1| RGSQGLSCHYSLSEVQYQSTCPQVGPSSYLHLNSCSICFNCIISNASKHLSLDSLISRNGIFYNRRTTYSVFHCKHILSKRK--RPDALSLVKHIFGINSCCAS--LLKYNCHESTIRKSNCLCCWLPKSIKNLIRNSKRCQYKKLFLKH   545
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gi|6678291|ref|NP_033380.1| CRFRTANQ------------------------QVTDALNTSPPH----------------------------LMDLLRLHSSPWQVYGFLRACLCKVVSASLWGTRHNERRFFKNLKKFISLGKYGKLSLQELMWKMKVEDCHWLRSSPG   515
gi|55741827|ref|NP_445875.1| CRFRTANQ------------------------RVPDAMDTSPSH----------------------------LTSLLRLHSSPWQVYGFLRACLRELVPAGLWGTRHNERRFLKNVKKFISLGKYAKLSLQELMWRVKVEDCHWLRSSPE   515
gi|109633031|ref|NP_937983.2| CPLRAAVT---------PAAGVCAREKPQGSVAAPEEEDTDPRR----------------------------LVQLLRQHSSPWQVYGFVRACLRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQELTWKMSVRDCAWLRRSPG   525
gi|114598857|ref|XP_001141663.1| CPLRAAVT---------PAAGVCAREKPQGSVAAPEEEDTDPRR----------------------------LVQLLRQHSSPWQVYGFVRACLRRLVPPGLWGSRHNERRFLRNTKKFISLGKHAKLSLQELTWKMSVRDCAWLRRSPG   525
gi|74003121|ref|XP_851664.1| CPLRAMAAKEGSGNQAHRGVGICPLERP---VAAPQEQ-TDSTR----------------------------LVQLLRQHSSPWQVYAFLRACLCWLVPTGLWGSRHNQRRFLRNVKKFISLGKHAKLSLQELTWKMKVRDCTWLHGNPG   514
gi|114053049|ref|NP_001039707.1| CPLPASAPRAGPDHQKCPGVGGCPSERP---AAAPEGE-ANSGR----------------------------LVQLLRQHSSPWQVYGLLRACLRRLVPAGLWGSRHNERRFLRNVKKLLSLGKHGRLSQQELTWKMKVQDCAWLRASPG   518
gi|71896531|ref|NP_001026178.1| CPVLLSEACLKKTELTLQAALPGEAKVHKHTEHGKESTEGTAPNSFLAPPSVLACGQPERGEQHPAEGSDPLLRELLRQHSSHWQVYGFVRECLERVIPAELWGSSHNKCRFFKNVKAFISMGKYAKLSLQQLMWKMRVNDCVWLRLAKG   734
gi|139947514|ref|NP_001077335.1| CAGNPDVKD---------------------------------------------------------------MESLLKSHSSPYRVYLFVRECLRHIIPHELWGCQENQLHFLSNVKNFLLLGKFERLTLVQLMWRMKVQACHWLGPKKR   511
gi|15237420|ref|NP_197187.1| CPVLLLQEDALKSGTTSQSSRRQKADKLPHGSSSSQTGKPKCPS-----------------------------VEERKLYCTNDQVVSFIWAICRYIVPESLLGTTHQMRVLRKNIAWFVSRRRNEKCTVNQFLHKVKPSDFPFFARKEL   517
gi|115488246|ref|NP_001066610.1| CSVKCKVAP--------------DVTKNDGKAHYPPGGKAAYYDR---------------------------SFSRLEAYSTHQQVASFVWAVLKRIVPKPLLGNSFGKRSLRTNIWKFIKLRRFETFQLSDCIGDLKVSHYSWLSNIEF   654
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gi|6678291|ref|NP_033380.1| KDRVPAAEHR------------LRERILATFLFWLMDTYVVQLLRSFFYITESTFQKNRLFFYRKSVWSKLQSIGVRQHLERVRLRELSQEEVRHHQDTWLAMPICRLRFIPKPNGLRPIVNMSYSMGTRALG---RRKQAQHFTQRLKT   650
gi|55741827|ref|NP_445875.1| KDTVPAAEHR------------LRERILAMFLFWLMDTYVVQLLRSFFYITETTFQKNRLFFYRKSVWSKLQSIGIRQQLERVQLRELSQEEVKHHQDTWLAMPICRLRFIPKLNGLRPIVNMSYGMDTRAFG---KKKQTQCFTQSLKT   650
gi|109633031|ref|NP_937983.2| VGCVPAAEHR------------LREEILAKFLHWLMSVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIGIRQHLKRVQLRELSEAEVRQHREARPALLTSRLRFIPKPDGLRPIVNMDYVVGARTFR---REKRAERLTSRVKA   660
gi|114598857|ref|XP_001141663.1| VGSVPAAEHR------------LREEILAKFLHWLMSVYVVELLRSFFYVTETTFQKNRLFFYRKSVWSKLQSIGIRQHLKRVQLRELSEAEVRQHQEARPALLTSRLRFIPKPDGLRPIVNMDYVVGARTFR---REKRAERLTSRVKA   660
gi|74003121|ref|XP_851664.1| ACCVPAAEHR------------RREEILARFLCWLMGTYVVELLRSFFYVTETTFQKNRLFFYRKSVWSQLQSIGIRQLFNSVHLRELSEAEVRRHREARPALLTSRLRFLPKPSGLRPIVNMDYIMGARTFH---RDKKVQHLTSQLKT   649
gi|114053049|ref|NP_001039707.1| ARCVPAAEHR------------QREAVLGRFLHWLMGAYVVELLRSFFYVTETTFQKNRLFFFRKRIWSQLQRLGVRQHLDRVRLRELSEAEVRQHQEARPALLTSRLRFVPKPGGLRPIVNVGCVEGAPAPP---RDKKVQHLSSRVKT   653
gi|71896531|ref|NP_001026178.1| NHSVPAYEHC------------YREEILAKFLYWLMDSYVIELLKSFFYITETMFQKNMLFYYRKFIWGKLQNIGIRDHFAKVHLRALSSEEMEVIRQKKYFPIASRLRFIPKMNGLRPVVRLSRVVEGQKLSKESREKKIQRYNTQLKN   872
gi|139947514|ref|NP_001077335.1| Q---CASEHR------------YREWMLGQCMGWMLSGFVVGLVRAQFYITESMGHKHTLRFYRGDVWSRLQDQAFRAHLCKGQWRPLSPSQALKVPN---SAVTSRIRFIPKTSSMRPITRLSGSRD-----------TLQYFQSCVRV   632
gi|15237420|ref|NP_197187.1| CCMVNGHELQSES------IRSTQQMLCTKWISWLFLEIVKKLVHFNFYATESQGGRLNIYYYRKRSWERLISKEISKALDGYVLVDDAEAES-------SRKKLSKFRFLPKANGVRMVLDFS----------------SSSRSQSLRD   638
gi|115488246|ref|NP_001066610.1| SNCFCSAIIGKQTGSSTSAEEQKQKNILHCWISWLFSDIVIPVVRTYFYVTERESKRYDVFYYPKSVWRDLTSN----AIASLNKKNFRILRGEPRKAVRHLNCSSRVRFLPKAKDMRPLVDLR----------------AKSKDANLNK   784
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gi|6678291|ref|NP_033380.1| LFSMLNYERTKHPHLMGSSVLGMNDIYRTWRAFVLRVRALD-QTPRMYFVKADVTGAYDAIPQGKLVEVVANMIRHSE-STYCIRQYAVVRRDSQGQVH---KSFRRQVTTLSDLQPYMGQFLKHLQDSDASALRNSVVIEQSISMNESS   795
gi|55741827|ref|NP_445875.1| LFSVLNYERTKHPNLMGASVLGTSDSYRIWRTFVLRVRALD-QTPRMYFVKADVTGAYDAIPQDKLVEIVANIIRRSE-SMYCIRQYAVVQKDSQGQVH---KSFRRQVSTLSDLQPYMGQFTKHLQDSDASALRNSVVIEQSISMNETG   795
gi|109633031|ref|NP_937983.2| LFSVLNYERARRPGLLGASVLGLDDIHRAWRTFVLRVRAQD-PPPELYFVKVDVTGAYDTIPQDRLTEVIASIIKPQ--NTYCVRRYAVVQKAAHGHVR---KAFKSHVSTLTDLQPYMRQFVAHLQET--SPLRDAVVIEQSSSLNEAS   802
gi|114598857|ref|XP_001141663.1| LFSVLNYERARRPGLLGASVLGLDDIHRAWRTFVLRVRAQD-PPPELYFVKVDVTGAYDTIPQDRLTEVIASIIKPQ--NTYLIGRNKCPALAGAGHICGSCPLLCRQVSTLTDLQPYMRQFVAHLQET--SPLRDAVIIEQSSSLNEAS   805
gi|74003121|ref|XP_851664.1| LFSVLNYERARRPSLLGASMLGMDDIHRAWRTFVLRIRAQN-PAPQLYFVKVDVTGAYDALPQDRLVEVIANVIRPQE-STYCVRHYAVVQRTARGHVR---KAFKRHVSTFADLQPYMRQFVERLQET--SSLRDAVVIEQSSSLNEAG   792
gi|114053049|ref|NP_001039707.1| LFAVLNYERARRPGLLGASVLGMDDIHRAWRAFVLPLRARG-PAPPLYFVKVDVVGAYDALPQDKLAEVIANVLQPQE-NTYCVRHCAMVR-TARGRMR---KSFKRHVSTFSDFQPYLRQLVEHLQAM--GSLRDAVVIEQSCSLNEPG   795
gi|71896531|ref|NP_001026178.1| LFSVLNYERTVNTSIIGSSVFGRDDIYRKWKEFVTKVFESGGEMPHFYFVKGDVSRAFDTIPHKKLVEVISQVLKPESQTVYGIRWYAVIMITPTGKAR---KLYKRHVSTFEDFIPDMKQFVSKLQER--TSLRNAIVVEQCLTFNENS  1017
gi|139947514|ref|NP_001077335.1| LQNVLSVCVREAPGPMGSTVWGWQDIHRRLQDFSPQQKSSP---RPLYFVKVDVSGAYDSLPHLKLVEVLKEVLGPFAEQSFFLRQYSSVWSDPTRGLR---KRFCTKAEMSEPLN--MKGFVVDEQVS--GRLHDAILVER-HSSEVRG   771
gi|15237420|ref|NP_197187.1| THAVLKDIQLKEPDVLGSSVFDHDDFYRNLCPYLIHLRSQSGELPPLYFVVADVFKAFDSVDQGKLLHVIQSFLKDEY----ILNRCRLVCCGKRSNWVN-------KILVSSDKNSNFSRFTSTVPYN----ALQSIVVDKGENHRVRK   773
gi|115488246|ref|NP_001066610.1| CHLIMKKLRDEKPEMFGSSVFDYNNVHQNLSQFISSKRSQLMKKLKVYIVVADVSKAFDCVSHDMVLKMIDDAFKCDE---YTVRKCSKVICNRSKNSLY-------RFDSNASIGNGNSIYDLSIQLS----SGGGIFVDQGTICRILK   920
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gi|6678291|ref|NP_033380.1| SSLFDFFLHFLRHSVVKIGDRCYTQCQGIPQGSSLSTLLCSLCFGDMENKLFAEVQRDG---------------------LLLRFVDDFLLVTPHLDQAKTFLSTLVHGVPEYGCMINLQKTVVNFPVEPGTLGGAAPYQLP--AHCLFP   922
gi|55741827|ref|NP_445875.1| SSLLHFFLRFVRHSVVKIDGRFYVQCQGIPQGSSLSTLLCSLCFGDMENKLFAEVQQDG---------------------LLLRFVDDFLLVTPHLAHAKAFLSTLVHGVPEYGCMINLQKTVVNFPVETGALGGAAPHQLP--AHCLFP   922
gi|109633031|ref|NP_937983.2| SGLFDVFLRFMCHHAVRIRGKSYVQCQGIPQGSILSTLLCSLCYGDMENKLFAGIRRDG---------------------LLLRLVDDFLLVTPHLTHAKTFLRTLVRGVPEYGCVVNLRKTVVNFPVEDEALGGTAFVQMP--AHGLFP   929
gi|114598857|ref|XP_001141663.1| SGLFDVFLRFVCRHAVRIRGKSYVQCQGIPQGSILSTLLCSLCYGDMENKLFAGIRRDG---------------------LLLRLVDDFLLVTPHLTHAKAFLRTLVRGVPEYGCVVNLRKTVVNFPVEDEALGGTAFVQLP--AHGLFP   932
gi|74003121|ref|XP_851664.1| SSLFHLFLRLVHNHVVRIGGKSYIQCQGVPQGSILSTLLCSLCYGDMERRLFPGIEQDG---------------------VLLRLVDDFLLVTPHLTQAQAFLRTLVKGVPEYGCRANLQKTAVNFPVEDGALGSAAPLQLP--AHCLFP   919
gi|114053049|ref|NP_001039707.1| SSLFNLFLHLVRSHVIRIGGRSYIQCQGIPQGSILSTLLCSFCYGDMENKLFPGVQQDG---------------------VLLRLVDDFLLVTPHLTRARDFLRTLVRGVPEYGCQVNLRKTVVNFPVEPGALGGAAPLQLP--AHCLFP   922
gi|71896531|ref|NP_001026178.1| STLFTFFLQMLHNNILEIGHRYYIQCSGIPQGSILSTLLCSLCYGDMENKLLCGIQKDG---------------------VLIRLIDDFLLVTPHLMQARTFLRTIAAGIPEYGFLINAKKTVVNFPVDD-IPGCSKFKHLP--DCRLIS  1143
gi|139947514|ref|NP_001077335.1| GDVFQFFQKMLCSYVIHYDQQMFRQVCGIPQGSSVSSLLCNLCYGHMEKALLKDIAKGG---------------------CLMRLIDDFLLITPHLSKATEFLTTLLSGVPDYGCQINPQKVAVNFPVCVSWVNSG-VSVLP--SSCLFP   897
gi|15237420|ref|NP_197187.1| KDLMVWIGNMLKNNMLQLDKSFYVQIAGIPQGHRLSSLLCCFYYGHLERTLIYPFLEEASKDVSSKECSREEELIIPTSYKLLRFIDDYLFVSTSRDQASSFYHRLKHGFKDYNCFMNETKFCINFEDKEEHRCSSNRMFVGDNGVPFVR   923
gi|115488246|ref|NP_001066610.1| EQFHHLLYEQIKCNILKIGQKYYLQQVGIAQGSKLSPNLCSLYYGHLENSVLSKFLHDSKLNAG--------EAFSEPEYLLMRFIDDFIFISFSLEHAQKFLNRMRRGFVFYNCYMNDSKYGFNFCAGNSEPSSNRLYRGDD-GVSFMP  1061
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gi|6678291|ref|NP_033380.1| WCGLLLDTQTLEVFCDYSGYAQTSIKTSLTFQSVFKAGKTMRNKLLSVLRLKCHGLFLDLQVNSLQTVCINIYKIFLLQAYRFHACVIQLPFDQRVRKNLTFFLGIISSQASCCYAILKVKNPGMTLKAS----GSFPPEAAHWLCYQAF  1068
gi|55741827|ref|NP_445875.1| WCGLLLDTRTLEVFCDYSGYGRTSIKMSLTFQGVSRAGKTMRYKLLSVLRLKCHGLFLDLQVNSLQTVCINIYKIFLLQAYRFHACVIRLPFGQHVRKNHAFFLGIISNLASCCYAILKVKNPGVSLRAKG-APGSFPPEATRWLCYQAF  1071
gi|109633031|ref|NP_937983.2| WCGLLLDTRTLEVQSDYSSYARTSIRASLTFNRGFKAGRNMRRKLFGVLRLKCHSLFLDLQVNSLQTVCTNIYKILLLQAYRFHACVLQLPFHQQVWKNPTFFLRVISDTASLCYSILKAKNAGMSLGAKG-AAGPLPSEAVQWLCHQAF  1078
gi|114598857|ref|XP_001141663.1| WCGLLLDTRTLEVQSDYSSYARTSIRASLTFNRGFKAGRNMRRKLFGVLRLKCHSLFLDLQVNSLQTVCTNIYKILLLQAYRFHACVLQLPFHQQVWKNPTFFLRIISDTASLCYSILKAKNAGMSLGAKG-AAGPLPSEAMQWLCHQAF  1081
gi|74003121|ref|XP_851664.1| WCGLLLDTRTLEVSCDYSSYAHTSIRASLTFSQGAKPGRNMRRKLLAVLRLKCCALFLDLQVNGIHTVYMNVYKIFLLQAYRFHACVLQLPFNQPVRKNPSFFLRVIADTASCCYSLLKARNAGLSLGAKG-ASGLFPSEAARWLCLHAF  1068
gi|114053049|ref|NP_001039707.1| WCGLLLDTRTLEVHGDHSSYARTSIRASLTFTQGFKPGRNMRRKLLAVLQLKCHGLFLDLQVNSLQTVFTNVYKIFLLQAYRFHACVLQLPFSQPVRSSPAFFLQVIADTASRGYALLKARNAGASLGARG-AAGLFPSEAAQWLCLHAF  1071
gi|71896531|ref|NP_001026178.1| WCGLLLDVQTLEVYCDYSSYAFTSIRSSLSFNSSRIAGKNMKCKLTAVLKLKCHPLLLDLKINSLQTVLINIYKIFLLQAYRFHACVLQLPFNQKVRNNPDFFLRIISDTASCCYFILKAKNPGVSLGSKD-ASGMFPFEAAEWLCYHAF  1292
gi|139947514|ref|NP_001077335.1| WCGLMIHTHTLDVYKDYSRYDGLSLRYSLTLGSAHSPSTVMK-KLLSVLSIKSTDIFLDLRLNSVEAVYRSLYKLILLQALRFHACVRSLPLGQSVNRNPSFFLKMIWRMTRVTNKLLTHINKGLPVCSVD-SGGVLQSEAVQLLFCLAF  1045
gi|15237420|ref|NP_197187.1| WTGLLINSRTFEVQVDYTRYLSGHISSTFSVAWQNKPVRNLRQKLCYFLVPKCHPILFDSNINSGEIVRLNIYQIFLLAAMKFHCYVYEVSR--FWKLHPQTLFKFITISVRYMFRLINRRVRRINTGSSFRPVLKLYKEEVIWLGLDAY  1071
gi|115488246|ref|NP_001066610.1| WSGLLINCETLEIQADYTRYLDITIISTITVKMHS-STKYIHSKLCHYMRPKCHPIFYDSNINSPGTIRVNIYQAFLLCAMKFHCYIRSVSDANVSKLE---LLQVIKRTFRYMHSLIVRRMQDVELHYNVRPVLKLRRKETIWLGLTAY  1207
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gi|6678291|ref|NP_033380.1| LLKLAAHSVIYKCLLGPLRTAQKLLCRKLPEATMTILKAAADPALSTDFQTILD  1122
gi|55741827|ref|NP_445875.1| LLKLAAHSVTYKCLLGPLRTAQKQLCRKLPEATMTLLKTAADPALSTDFQTILD  1125
gi|109633031|ref|NP_937983.2| LLKLTRHRVTYVPLLGSLRTAQTQLSRKLPGTTLTALEAAANPALPSDFKTILD  1132
gi|114598857|ref|XP_001141663.1| LLKLTRHRVTYVPLLGSLRTAQTQLSRKLPGTTLSALEAAANPALPSDFKTILD  1135
gi|74003121|ref|XP_851664.1| LLKLAHH----------------------SAPTGVSGGHSSRPRHT--------  1092
gi|114053049|ref|NP_001039707.1| LLKLARHRVTYSRLLGALRTARARLHRQLPGPTRAALEAAADPALTADFKTILD  1125
gi|71896531|ref|NP_001026178.1| IVKLSNHKVIYKCLLKPLKVYKMHLFGKIPRDTMELLKTVTEPSLCQDFKTILD  1346
gi|139947514|ref|NP_001077335.1| ETLFRRFRSVYHCLIPALHKRKRALQRELCGITLARVRQASSPRIPLDFSMRV-  1098
gi|15237420|ref|NP_197187.1| IQVLKKKNSRYRMLLIYLKSALS--KHSLSQQLSSELRYATDRSNSSSLWKLNY  1123
gi|115488246|ref|NP_001066610.1| IRVLQQKQSRYKDMLTLLTAELG--RYCHLGHECDTLRYAVDDSHSSMFWKFKF  1259
                         ......1360......1370......1380......1390......1400....


