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gi|109689705|ref|NP_543019.2| --------------------------------------------------MSVRLRFLSPGD----TGAVGVVGRSASFAGFSSAQ--SRRIAKSINRNSVRSR-MPAKSSKMYGTLRKGSVCADPKPQQVKKIFEALKRGLKEYLCVQQ   150
gi|114682613|ref|XP_001167914.1| --------------------------------------------------MSVRLRFLSPGD----TGAVGVVGRSASFAGFSSAQ--SRRIAKSINRNSVRSR-MPAKSSKMYGTLRKGSVCADPKPQQVKKIFEALKRGLKEYLCVQQ   150
gi|119906104|ref|XP_594815.3| --------------------------------------------------MSVRLRFLSSGD----TGTVGVMGRSASFAGFSSAQ--SRRIAKSVHRNSVRSR-MPAKSSKTYGTLRKGCVCSDPKPQQVKKIFEALKRGLKEHLCAQQ   150
gi|123959722|ref|NP_001074177.1| --------------------------------------------------MSVRLRFLSQGD----AGAVGTVGRSASFAGFSSAQ--SRRLSKSINRNSVRSR-LPAKSSKAYRTLRKGSLCLDPRPQQVKKIFDALKRGLREHLCEQQ   150
gi|109469275|ref|XP_001067223.1| MSSWTQTFIDHLHPPAPTCVHLHSPALTCIYLHLSVSTCTCIHLQPPAAAMSVRLRFLSPGE----AGAVGTVGRSASFAGFSSAQ--SRRVSKSINRNSVRSR-LPAKSSKAYGTLRKGSLCLDPRPQQVKKIFDALKRGLREHLCEQQ   150
gi|118100911|ref|XP_425727.2| --------------------MRGVGGREAASGTGRSASSSKQPLRSLGFLEAERSWVANGGDKRRLSGPSRQRGLSPSPTAAAAALRDCRGDGKSLGRSSVRSR-MSLKSPKAYSSLQKGAVIWDPKPLQVKKIFEALKKGLNEYLEAHQ   150
gi|60279687|ref|NP_001012517.1| --------------------------------------------------MSVKLKFDYPADG-------GMVQRSRSFTGVNTLG---GRRRLSSARSSLRSKAVTGKSPRIPSNSRAGSSVWGQQPEQVDRIFQALRKGLKDYLESHQ   150
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gi|109689705|ref|NP_543019.2| AELDHLSGRHKDTRRNSRLAFYYDLDKQTRCVERHIRKMEFHISKVDELYEDYCIQCRLRDGASSMQRAFARCPPSRAARESLQELGRSLHECAEDMWLIEGALEVHLGEFHIRMKGLVGYARLCPGDHYEVLMRLGRQRWKLKGRIESD   300
gi|114682613|ref|XP_001167914.1| AELDHLSGRHKDTRRNSRLAFYYDLDKQTRCVERHIRKMEFHISKVDELYEDYCIQCRLRDGASSMQRAFARCPPSRAARESLQELGRSLHECAEDMWLIEGALEVHLGEFHIRMKGLVGYARLCPGDHYEVLMRLGRQRWKLKGRIESD   300
gi|119906104|ref|XP_594815.3| AELDYLTGRHKDTRRNSRLAFYYDLDKQTRSVERHIRKMEFHISKVDELYEGYCIQCRLRDGASSMQRAFSRRPPSRASRESLQELGRSLQECAEDMWLIEGALEVHLGEFRVRMKGLVGYARLCPGDQYEVLLRLGRQRWKLRGRIESD   300
gi|123959722|ref|NP_001074177.1| AELDYLCGRHTDTQRGSRLAFYYDLDKQLRLVERHIRKVEFHISKVDELYEAYCIQWRLRDGASNMQRAFSNSTQSRASRESLQELGRSLQECLEDMCLIEGTLEGHLGEFQVKMKGLVGYARLCPGDQYEVLMRLGRQRWRLKGRIEPD   300
gi|109469275|ref|XP_001067223.1| AELDYLCRCHTDTQRSSRLAFYYDLDKQMRMVERHIRKVEFHISKVDELYEGYCIQWRLRDGASNMQRAFSNSTQSRASRESLQELGRSLQECLEDMCLIEGTLEGHLGEFHVKMKGLVGYARLCPGDQYEVLMRLGRQRWRLKGRIEPD   300
gi|118100911|ref|XP_425727.2| TELDYLSDRHKDTKRNSRLAFYYDLDKQIRSVERYIRKLEFHISKVEELYEAYCIQCRLRDGAANMKHAFSLSPSTKASRESLVELYKNFQECTEDMCFIEGALEVHLGEFHLKMKGLVGFARLCPGDQYEVFVRLGRQKWKLKGKIETD   300
gi|60279687|ref|NP_001012517.1| TELDFLSSQQRDTKRNSRLAFFYDLEKEIRALERYIRRLEFQISKVEELYESYCIQWRLCQGALNMKRAFSLSPSSRQSRESLLELNRNHRHSLEDMSAMEAELEILLGELHVKMKGLIGFARLCPGDQYEVLIRLGRQRWRIRGRIQTD   300
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gi|109689705|ref|NP_543019.2| DSQTWDEEEKAFIPTLHENLDIKVTELRGLGSLAVGAVTCDIADFFTTRPQVIVVDITELGTIKLQLEVQWNPFDTESFLVSPSPTGKFSMGSRKGSLYNWTPPSTPSFRERYYLSVLQQPTQQA----LLLGGPRATSILSYLSD-SDL   450
gi|114682613|ref|XP_001167914.1| DSQTWDEEEKAFIPTLHENLDIKVTELRGLGSLAVGAVTCDIADFFTTWPQVIVVDITELGTIKLQLEVQWNPFDTESFLVSPSPTGKFSMGSRKGSLYNWTPPSTPSFRERYYLSVLQQPTQQA----LLLGGPRATSILSYLSD-SDL   450
gi|119906104|ref|XP_594815.3| DSQTWDEEEKAFIPTLHENFEIKVTELRGLSSLAVGAVTCDITDFFTTRPQVIVVDITELGTIKLQLEVLWNPFDTESFLVSPSPPGKFSIGSRKGSLYNWTPPNTPSFRERYYLSVLQPRAQQA----LLLDRPRAPSVLSCLSD-GDL   450
gi|123959722|ref|NP_001074177.1| DSQTWDEEERVFVPTVHENLEIKVTELRGLSSMVVGAVTCDVADFFMARPQLVVVDITELGTIKLQLELLWNPLDSECRLVSPSPTGRFSMGSRKGSLYTWTPPSTPSFRDKYYLSLLQQPVQQS----LLLGGPKATSILGYLSD-SEL   450
gi|109469275|ref|XP_001067223.1| DSQTWDEEERVFVPTVHENLEIKVTELRGLGSMVVGAVTCDVADFFTARPQLVVVDITELGTIKLQLELLWNPLDSECRLVSPSPTGRFSVGSRKGSLYTWTPPSTPSFRDKYYLSVLQQPMQQA----LLLGGPRATSILGYLSD-SEL   450
gi|118100911|ref|XP_425727.2| DSQTWDEEEKIFIPNLHEQFEIKVTELRGLATVLVGVVTCDSINFFTTKPQAIIVDITELGTIKLQLEVLWNPFDAENLFLSPGTTAKFSVGSRKSSLYNWTPPNTPSFREKYYPSALQQRQNQG----DVSGEAQPPSILSYLAA-CDF   450
gi|60279687|ref|NP_001012517.1| DRQMWDEEEMVFLPHIHGNFEIKVTEVKGLSSILVGMVTCRSADFFTARPQMMVVDITELGTIKLQLEVVWNPFDSTEVRPLTASASRQSIHSRKGSVYSWTPPNTPSFTEKYFLSMMRQMQDADGSFSIGSRESRGVSLLSYLADSTQA   450
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gi|109689705|ref|NP_543019.2| RGPSLRSQSQ-----ELPEMDS-FSSEDPRDTETSTSASTSDVGFLPLTFGPHASIEEEAREDPLPPGLLPEMAHLSGGPFAEQPG-WRNLGGESPSLPQGSLFHSGTASSSQNGHEEGATGDREDGPGVALEGPLQEVLELLRPTDSTQ   600
gi|114682613|ref|XP_001167914.1| RGPSLRSQSQ-----ELPEMDS-FSSEDPRDTETTTSASTSDVGFLPLTFGPHASIEEEAREDPLPPGLLPEMAHLSGGPFAEQPG-WRNLGVESPSLPQGSLFHSGTASSSQNGHEEGATGDREDGPGVALEGPLQEVLELLRPTDSTQ   600
gi|119906104|ref|XP_594815.3| RGPGLRSRSQ-----ELPEMDS-FSSEDPRDTETSTSASTSDVGFLPSAMGPNTSIEEEAQEEPPPLGLLPDMLHLAEGSFVEQPG-WRDLGVGTPDLSRGSPFHNDALPGSQGGPDEGDPKDTASGPGLPLERPLQEVLDLLRSVDPAP   600
gi|123959722|ref|NP_001074177.1| QGPRLRSRSQ-----ELLEMDS-FSSEDPRDTETSTSASTSDVGFLPVPVGSAACTEEETREGPPPLGLLPGLAHPARGVLVERPG-WRDLGGERLALLQDAPIHSPMVPRSRKGQEDGDVGDG-------VEGPVQEVLDLLRSADPAQ   600
gi|109469275|ref|XP_001067223.1| QGPRLRSRSQ-----ELLEMDS-FSSEDPRDTETSTSASTSDVGFLPMPVAPTACIEEETREEPPPLGLLPGLTHPAGGVLVEQPG-WRDLRGERLDLLLDDPIHSPTVPRSRKGQEDGGAGDG-------VEGPVQEVLDLLRSADPAQ   600
gi|118100911|ref|XP_425727.2| -GVHERSKPHSP--AETSEGDS-FSNEDQRGTESRITAPVLDHRTLPLVIIQETCAEEQHP--LPNHATLDILKTPCVDTFPSNPSNFLSHGKGGRHLNQTRNHHLTEQESISQKSLNAANGIKLDGCTKSIDKTLQEVLNLLKFHGVGQ   600
gi|60279687|ref|NP_001012517.1| LSPPAYEKTSGPPVAQHTVLDAKIQDDDLLKTHTDAEESVEWPSETDTASPSPAGSKRDSIFLFHRYSTPDILKQSGEMSVSAGEGDAQETTNPDEATEQETSFKQETEDRVAVKDRKPSRAQKKAVAKR--VSALLEDLNTALEETSNV   600
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gi|109689705|ref|NP_543019.2| PQLRELEYQVLGFRDRLKPCRARQEHTSAESLM---ECILESFAFLNADFALDELSLFG---------GSQGLRKDRP-----LPPPSSLKASSRE--------------LTAGAPELDVLLMVHLQVCKALLQKLASPNLSRLVQECLL   750
gi|114682613|ref|XP_001167914.1| PQLRELEYQVLGFRDRLKPCRARQEHTSAESLM---ECILESFAFLNADFAPDELSLFG---------GSQGLRKDRP-----LPPPSSLKASSRE--------------LTAGAPELDVLLTVHLQVCKALLQKLASPNLSRLVQECLL   750
gi|119906104|ref|XP_594815.3| PQLRELEYQILAFRDRLKPRRARREHASTESLM---ECILESFSFLNAHIAPHELALFG---------GSQGLRKDKS-----PPPTPPLKAPSRE--------------LTAGAPELDVLLTVHLQVCTALLQKLGSPNLSRMVQECLL   750
gi|123959722|ref|NP_001074177.1| PQLRELEYQVLGLRERLKPRGVQPEPVSAQSLM---DCILESFAFLNADLASDELSLFG---------GSQAPERDSP-----PPPRPSLKVSPSE--------------LTAGAPELDTLLTVHLQVCKALLQKLASPNLSRMVEDCLL   750
gi|109469275|ref|XP_001067223.1| PQLRELEYQVLGLRERLKPRGVQPEPVSAQSLM---DCILESFAFLNADLASDELSLFG---------GSQALERDSP-----PPPRPSLKVSPSE--------------LTAGTPELDTLLTVHLQVCKALLQ----------------   750
gi|118100911|ref|XP_425727.2| AQLEKLEYQVSTLRDKLKLRTLNHKHSSVESLMV--ETVLESFNFLNADCSADEVSLFG---------SIRTASISTYNDNMFQSLSCDMKTETSD--------------VTTGDDNLDVLLITHLKLCKALLQKLRLPNVAQIVQENIL   750
gi|60279687|ref|NP_001012517.1| ETLKKLDLQIRQLNHVLKKDLDASQVPSSQTLAVEEEEVLGSFDFLSADCTEDEMPIMSSIRLGNTGIGSFNESTLKSMGLLCQEQRCVSSEDSAEGQVRLRGDAAVKASVTTGVYSLDQALETHLSVCAVLLRALKQSD-SDLVHKDIM   750
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gi|109689705|ref|NP_543019.2| EEVAQQKHVLETLSVLDFEKVGKATSIEEIIPQASRTKGCLKLWRGCTGPGRVLSCPATTLLNQLKKTFQHRVRGKYPGQLEIACRRLLEQVVSCGGLLPGAGLPEEQIITWFQFHSYLQRQSVSDLEKHFTQLTKEVTLIEELHCAGQA   900
gi|114682613|ref|XP_001167914.1| EEVAQQKHVLETLSVLDFEKVGKATSIEEIIPQASRTKGCLKLWRGCTGPGRVLSCPATTLLNQLKKTFLHRVRGKYPGQLEIACRRLLEQVVSCGGLLPGAGLPEQQIITWFQFHGYLQRQSVSDLEKHFTQLTKEVTLIEELHCAGQA   900
gi|119906104|ref|XP_594815.3| EEAAQQKQVLETLSVLDFEKVSKAMSIEEILPQATRRKGCLKLWRGCTGPGATLSCPGTALLDQLKKTFLHRVRGKYPGQLETACHRLLEQVVSCGGLLPGAGLPEEQTITWFQFHSYLRRQSVSDLEKHFAQLTKEVTLAEELQCRAQT   900
gi|123959722|ref|NP_001074177.1| EEAVQQRQVLEVLSDLDLEQVSKARSVEEIIPQASHRKGGLALWQGCTQPGGVLACPASTLLSQLKKTFLHRVRGKYPGQLEIVCRRLLEQVVGCGGLLVPAGLQEEQVVTWFQFHSYLQRQSISDLEKHLAQLTKEVTLIEELSCAGPA   900
gi|109469275|ref|XP_001067223.1| ------------VSGWGLARVG-AGSKGSETPQSGDRN--LP------------------------------------------------------------------------------------------------------------   900
gi|118100911|ref|XP_425727.2| EEVS---------EQLQVLGDVLDMSVEEIIQKTKKKKHYLKIWSDVAEPGSILFASAERFRHVLKYTLALKVKEKYPGQLEAVLRKLLEQIVTCDGLLPSPCLQTEP-VTLFQFYSYLEKHQITSLEKHIGRLAKEVMLIEELQCPGRL   900
gi|60279687|ref|NP_001012517.1| DELSRQVNVLEKIAALS-QKLIDEISAADLLSKT--PKGIEVFWKECCESDSAFCCSTEAFLRALRKHFIHKVKAKEPGQTDAVFNQLLHQVQ-CSGMVASVTLCTAERLTVFQLLVYLSRWSITDFGEHISLLSKEVYLIACLESPKRR   900
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gi|109689705|ref|NP_543019.2| KVVRKLQGKRLGQLQPLPQTLRAWALLQLDGTPRVCRAASARLAGAVRNRSFREKALLFYTNALAENDARLQQAACLALKHLKGIESIDQTASLCQSDLEAVRAAARETTLSFGEKGRLAFEKMDKLCSEQR-EVFCQEADVEITIF  1047
gi|114682613|ref|XP_001167914.1| KAVRKLQGKRLGQLQPLPQTLRAWALLQLDGTPRVCRAASARLAGAVRNRSFREKALLFYTNALAENDARLQQAACLALKHLKGIESIDQIASLCQSDLEAVRAAARETTLSFGEKGRLAFEKMDKLCSEQR-EVFCQEADIEITIF  1047
gi|119906104|ref|XP_594815.3| RTVRKLQGKRLGQLQPLPQTLRAWALLQLDGPPRACRAASARLAGAARNKSFREKALLFYTNALTENDAKLQQAACVALRHLRGVESIDQIASLCQSDVEAVRAAARETTLSFGEKGRLAFEKMDRLCSEQRDAAFGQEADVEITIF  1047
gi|123959722|ref|NP_001074177.1| KALRKLHGKCLSQLQPLPQTLQAWALLQLDGPPRLCRAARTRLASAARNKRFREKALLYYTNALNDSDAKVQQAACVALQQLGGIESCEQIVSLCQSDLEAVRVAAREATLSFGEKGRLAFEKMDKLHSEQE--AFCQEADVEITIF  1047
gi|109469275|ref|XP_001067223.1| ---------------------------------------------------------------------------------------------------------------------------------------------------  1047
gi|118100911|ref|XP_425727.2| KTLKKLKGKRLNRLQPLPQSLWLLGILQLDDNHRVSKAATSCLSRAAANKNFREKALLFYTDVLVGCDARLQQAACLALKNLRGIESIEQVAHLCQSETEDVRNAARETTLSFGEKGRQAFEKMDRICCELR-DAVQQEAEIEITVF  1047
gi|60279687|ref|NP_001012517.1| RALKKLKGKRISDLQPTGRILQLLAKLQTDANHKVASAASSCLNRASRSKSFRAKAVVHYTDLLKNSNTNVRHEACLALKSLKASESAEQVAELWRSADEDLRNAARETVLSFGKKGQMAFQRMDQIYELQD--EAYKNLETEITIL  1047
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