
                                                                                                                                                                       .                
gi|77993308|ref|NP_001030143.1| ----------------------------------------------------------------------------------------------------------------MDLKLLFISALLG-IISCSRAQQE------------GN   150
gi|189546459|ref|XP_001918562.1| ----------------------------------------------------------------------------------------------------------------MDLKLLFISALLG-IISCSRAQQE------------GN   150
gi|77993344|ref|NP_001030159.1| ----------------------------------------------------------------------------------------------------------------MDVRLLLISVLLG-LS---RAQQD------------GN   150
gi|45504394|ref|NP_034708.1| ----------------------------------------------------------------------------------------------------------------MNLQLVSWIGLIS-LICSVFGQTD------------KN   150
gi|8393636|ref|NP_058718.1| ----------------------------------------------------------------------------------------------------------------MNLQLVFWIGLIS-LICSVFGQTD------------KN   150
gi|19743819|ref|NP_391988.1| ----------------------------------------------------------------------------------------------------------------MNLQPIFWIGLIS-SVCCVFAQTD------------EN   150
gi|114630183|ref|XP_507735.2| MQDLPGSKRDISGQTGARVERAAPRKRNLKNTGPAGYTRNARGSRSRRKSARRHPPRVPGAGSPRAQSQPSRVPNAKVAGLGAVTSGLPELRGTGPERPLTPAVSRRAGQAQMNLRPIFWIGLIS-SVCCVFAQTD------------EN   150
gi|73948624|ref|XP_535143.2| ------------------------------------------------------------------------------------MRMLPTLG-----EELSKEVWKGCRKLLMNLQLIFWIGLIG-SICCVFGQAD------------EN   150
gi|27805959|ref|NP_776793.1| ----------------------------------------------------------------------------------------------------------------MNLQLIFWIGLIS-SVCCVFGQAD------------EN   150
gi|86129418|ref|NP_001034343.1| -------------------------------------------------------------------------------------------------------------MAETNLTLLTWAGILCCLIWSGSAQQG------------GS   150
gi|24640486|ref|NP_524793.2| -------------------------------------------------------------------------------------------------------------MILERNRRCQLALLMIAILAAIAGQT-----DAQKAAKLTA   150
gi|58381607|ref|XP_311354.2| --------------------------------------------------------------------------------------------------------------MLPRAG--PMAAGALLLLVALVADT-----TLGQLSNY-Q   150
gi|17554380|ref|NP_497787.1| --------------------------------------------------------------------------------------------------------------MPPSTSLLLLAALLPFALPASDWKTGEVTGKVVEKSEFPC   150
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gi|77993308|ref|NP_001030143.1| ECIKANALSCGECIQVGDKCGWCTDAEFLKQGEPTSARCDELESLKKRGCAEAKIENPHGSQRILKNTPVTNRKK-GAEKLR----------------------------------------PEDITQIQPQKLSLQLRSGEPQNIKLKF   300
gi|189546459|ref|XP_001918562.1| ECIKANALSCGECIQVGDKCGWCTDAEFLKQGEPTSARCDELESLKKRGCAEAKIENPHGSQRILKNTPVTNRKK-GAEKLR----------------------------------------PEDITQIQPQKLSLQLRSGEPQNIKLKF   300
gi|77993344|ref|NP_001030159.1| ECTKASAQSCGECIQAGEKCGWCTDEGFLKQGEQKSTRCDEIEALEKKGCSKASIENPRGKITIVKNQPVTNRTK-NGAKLK----------------------------------------PDQITQIQPQQLSLNLRSGEAQKFTLKF   300
gi|45504394|ref|NP_034708.1| RCLKANAKSCGECIQAGPNCGWCTNTTFLQEGMPTSARCDDLEALKKKGCQPSDIENPRGSQTIKKNKNVTNRSKGMAEKLR----------------------------------------PEDITQIQPQQLLLKLRSGEPQKFTLKF   300
gi|8393636|ref|NP_058718.1| RCLKANAKSCGECIQAGPNCGWCTNTTFLQEGMPTSARCDDLEALKKKGCHPSDIENPRGSQTIKKNKNVTNRSKGMAEKLR----------------------------------------PEDITQIQPQQLLLKLRSGEPQKFTLKF   300
gi|19743819|ref|NP_391988.1| RCLKANAKSCGECIQAGPNCGWCTNSTFLQEGMPTSARCDDLEALKKKGCPPDDIENPRGSKDIKKNKNVTNRSKGTAEKLK----------------------------------------PEDITQIQPQQLVLRLRSGEPQTFTLKF   300
gi|114630183|ref|XP_507735.2| RCLKANAKSCGECIQAGPNCGWCTNSTFLQEGMPTSARCDDLEALKKKGCPLDDIENPRGSKDIKKNKNVTNRSKGTAEKLK----------------------------------------PEDITQIQPQQLVLRLRSGEPQTFTLKF   300
gi|73948624|ref|XP_535143.2| RCLKANAKSCGECIQAGPNCGWCTNSTFLQEGMPTSARCDDLEALKKKGCHPDDIENPRGSKDIKKNKNVTNRSKGTAEKLQ----------------------------------------PEDITQIQPQQLVLQLRSGEPQTFTLKF   300
gi|27805959|ref|NP_776793.1| RCLKANAKSCGECIQAGPNCGWCTNSTFLQEGMPTSARCDDLEALKKKGCHPNDIENPRGSKDIKKNKNVTNRSKGTAEKLQ----------------------------------------PEDITQIQPQQLVLQLRSGEPQTFTLKF   300
gi|86129418|ref|NP_001034343.1| DCIKANAKSCGECIQAGPNCGWCKKTDFLQEGEPTSARCDDLAALKSKGCPEQDIENPRGSKRVLEDREVTNRKIGAAEKLK----------------------------------------PEAITQIQPQKLVLQLRVGEPQTFSLKF   300
gi|24640486|ref|NP_524793.2| VSTCASKEKCHTCIQTEG-CAWCMQPDFKG-----QSRCYQ---NTSSLCPEEFAYSPITVEQILVNNKLTNQYKAELAAGGGGSAMSGSSSSSYSSSSSSSSFYSQSSSGSSSASGYEEYSAGEIVQIQPQSMRLALRVNEKHNIKISY   300
gi|58381607|ref|XP_311354.2| LTTCPGKTTCSQCIQTTN-CRWCTMPNFT------HPRCHG---QIEKYCPEEYTVDPSNTFQLVQGRELTKPSRRVLEGQSERESYYSSSHYQSSSSSSSSSSFQQSSYES-------ESAAGSIVQISPQRVSLKLRLNEAFRFNVNY   300
gi|17554380|ref|NP_497787.1| YSLSRDNYTCSACIQYHESCAWCGAPMFDEK--KPYARCDSRAKLMEHGCPNSYIEDPATKLDITEDSKLSDQGQVESEE--------------------------------------------EAVQIKPQEMYVEIRPKSRVRFNVTY   300
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gi|77993308|ref|NP_001030143.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKNLGTSLMKEMSKITSDFRIGFGSFVEKTVMPYISTTPAKLLNPCTGDQNCTSPFSYKNVLKLTSNGQRFNSLVGQQQISGNLDSPEGGFDAIMQVAVCGEHIGWRNVTR-LLVFSTDAGFHF   450
gi|189546459|ref|XP_001918562.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKNLGTSLMKEMSKITSDFRIGFGSFVEKTVMPYISTTPAKLLNPCTGDQNCTSPFSYKNVLKLTSNGQRFNSLVGQQQISGNLDSPEGGFDAIMQVAVCGEHIGWRNVTR-LLVFSTDAGFHF   450
gi|77993344|ref|NP_001030159.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKNLGTDLMKEMQKITSDFRIGFGSFVEKTVMPYISTTPAKLLNPCTSDQNCTSPFSYKNVLSLTDDGSQFNSLVSRQQISGNLDSPEGGFDAIMQVAVCGNQIGWRNVTR-LLVFSTDAGFHF   450
gi|45504394|ref|NP_034708.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTSEQNCTSPFSYKNVLSLTDRGEFFNELVGQQRISGNLDSPEGGFDAIMQVAVCGSLIGWRNVTR-LLVFSTDAGFHF   450
gi|8393636|ref|NP_058718.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTSEQNCTSPFSYKNVLSLTDRGEFFNELVGQQRISGNLDSPEGGFDAIMQVAVCGSLIGWRNVTR-LLVFSTDAGFHF   450
gi|19743819|ref|NP_391988.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTSEQNCTSPFSYKNVLSLTNKGEVFNELVGKQRISGNLDSPEGGFDAIMQVAVCGSLIGWRNVTR-LLVFSTDAGFHF   450
gi|114630183|ref|XP_507735.2| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTSEQNCTSPFSYKNVLSLTNKGEIFNELVGKQRISGNLDSPEGGFDAIMQVAVCGSLIGWRNVTR-LLVFSTDAGFHF   450
gi|73948624|ref|XP_535143.2| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTSEQNCTSPFSYKNVLSLTDKGEVFNELVGKQRISGNLDSPEGGFDAIMQVAVCGSLIGWRNVTR-LLVFSTDAGFHF   450
gi|27805959|ref|NP_776793.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTDLMNEMRRITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTNEQNCTSPFSYKNVLSLTDKGEVFNELVGKQRISGNLDSPEGGFDAIMQVAVCGSLIGWWNVTR-LLVFSTDAVFHF   450
gi|86129418|ref|NP_001034343.1| KRAEDYPIDLYYLMDLSYSMKDDLENVKSLGTALMREMEKITSDFRIGFGSFVEKTVMPYISTTPAKLRNPCTGDQNCTSPFSYKNVLSLTSEGNKFNELVGKQHISGNLDSPEGGFDAIMQVAVCGDQIGWRNVTR-LLVFSTDAGFHF   450
gi|24640486|ref|NP_524793.2| SQAEGYPVDLYYLMDLSKSMEDDKAKLSTLGDKLSETMKRITNNFHLGFGSFVDKVLMPYVSTIPKKLEHPCEN---CKAPYGYQNHMPLNNNTESFSNEVKNATVSGNLDAPEGGFDAIMQAIACRSQIGWREQARRLLVFSTDAGFHY   450
gi|58381607|ref|XP_311354.2| AQAEDYPVDLYYLMDLSKSMEDDKTILSTLGADLASEMRKITSNFKLGFGSFVDKVLMPYVSTVPKNLREPCPG---CVAPYGYHNLMPLSTDANLFSQEVQRANVSGNLDAPEGGFDAIMQAIVCREQIGWREKARRLLLFSTDAGFHY   450
gi|17554380|ref|NP_497787.1| RQAVDYPVDLYYLMDLSYSMKDDKQKLSELGDLLAERMRTVTKNFRLGFGSFIDKKLMPFIDPRIEKQLSPCPTP--CAEPYGFKHQMSLTTNTAKFKAEVDKAEISGNLDAPEGGFDAVVQALACNKTIGWRERARKMIVFSTDAGFHF   450
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gi|77993308|ref|NP_001030143.1| AGDGKLGGIVLPNDGRCHLEN-DMYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVINLIVDAYNSLSSEVILE-NSKLPEGVTITYQSRCKNGVVNEGESGRKCSNISIGDEVSFNINI   600
gi|189546459|ref|XP_001918562.1| AGDGKLGGIVLPNDGRCHLEN-DMYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVINLIVDAYNSLSSEVILE-NSKLPEGVTITYQSRCKNGVVNEGESGRKCSNISIGDEVSFNINI   600
gi|77993344|ref|NP_001030159.1| AGDGKLGGIVLPNDGKCHLQD-NIYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYQELKNLIP--KSAVGTLTSDSNNVIKLIIDAYNSLSSEVILE-NSKLPEGVSISYVSHCKNGVSGTGDTGRKCSNISIGDEVAFEVAI   600
gi|45504394|ref|NP_034708.1| AGDGKLGGIVLPNDGQCHLEN-NVYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSGNSSNVIQLIIDAYNSLSSEVILE-NSKLPDGVTINYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|8393636|ref|NP_058718.1| AGDGKLGGIVLPNDGQCHLEN-NVYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSGNSSNVIQLIIDAYNSLSSEVILE-NSKLPDGVTINYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|19743819|ref|NP_391988.1| AGDGKLGGIVLPNDGQCHLEN-NMYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVIQLIIDAYNSLSSEVILE-NGKLSEGVTISYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|114630183|ref|XP_507735.2| AGDGKLGGIVLPNDGQCHLEN-NMYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVIQLIIDAYNSLSSEVILE-NGKLSEGVTISYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|73948624|ref|XP_535143.2| AGDGKLGGIVLPNDGQCHLEN-DVYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVIQLIIDAYNSLSSEVILE-NSKLPEGVTINYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|27805959|ref|NP_776793.1| AGDGKLGGIVLPNDGQCHLEN-DVYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQPVYKELKNLIP--KSAVGTLSANSSNVIQLIIDAYNSLSSEVILE-NSKLPEGVTINYKSYCKNGVNGTGENGRKCSNISIGDEVQFEISI   600
gi|86129418|ref|NP_001034343.1| AGDGKLGGIVLPNDGKCHLEN-NMYTMSHYYDYPSIAHLVQKLSENNIQTIFAVTEEFQAVYKELKNLIP--KSAVGTLSSNSSNVIQLIIDAYNSLSSEVILE-NSKLPKEVTISYKSYCKNGVNDTQEDGRKCSNISIGDEVRFEINV   600
gi|24640486|ref|NP_524793.2| AGDGKLGGVIAPNDGECHLSPKGEYTHSTLQDYPSISQINQKVKDNAINIIFAVTASQLSVYEKLVEHIQ--GSSAAKLDNDSSNVVELVKEEYRKISSSVEMKDNATG--DVKITYFSSCLS-NGPEVQTS-KCDNLKEGQQVSFTAQI   600
gi|58381607|ref|XP_311354.2| AGDGKLGGVITPNDGECHLDHNGRYTHSTTQDYPSISQINLKVKQNAINVIFAVTAEELSVYEQLSRLVE--GSSAAKLSNDSSNIVSLVRDQYNKISSSVEMKDNRTDN-VIDVKYYSRCRNTNGALQQTN-RCEGLKVGDVVTFEAHI   600
gi|17554380|ref|NP_497787.1| AGDGRLAGVVEPNDGTCHLDREGYYTETLNQDYPSIALLHQMIKDRKANVIFAVTKNNQDLYTQLSNALPDVSSSVGVLANDSRNIVDLIEKEYLKISEKIIMVDNANASEGLKLTYRSMCLD-GTTLKDTN-VCEGIRVGDEVQFEVTL   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600



                                      *  .       :::   *: * : : :  :*.* *.          .      *   ** *.*.    *. ***              *:  . :   *...* * ** * *. * *. *  .*..******.* *    :*.   
gi|77993308|ref|NP_001030143.1| TAQGCPKQGKTE--TIKIKPLGFTEEVEITLSFICECECHKHA---MKNSPLCHNGNGSFECGACRCNKGRVGRQCECRKDE-VSTEDLDKNCRKDNGT-DICSNNGECVCGTCECKKRENPEERYSGKYCECDNFNCDRSNNKLCGG--   750
gi|189546459|ref|XP_001918562.1| TAQGCPKQGKTE--TIKIKPLGFTEEVEITLSFICECECHKHA---MKNSPLCHNGNGSFECGACRCNKGRVGRQCECRKDE-VSTEDLDKNCRKDNGT-DICSNNGECVCGTCECKKRENPEERYSGKYCECDNFNCDRSNNKLCGG--   750
gi|77993344|ref|NP_001030159.1| TAKGCPLNGKSE--TMKIKLLGFTEEVEVVLNFICECECHKDG---IKNSPVCHFGNGTLECGACRCNEGRIGRVCECSKDE-VRTEDLDANCRMDNGT-DICSNNGDCVCGTCECKKRDNPEERYSGKFCECDNFNCDRSNNKLCGG--   750
gi|45504394|ref|NP_034708.1| TANKCPNKESE---TIKIKPLGFTEEVEVVLQFICKCNCQSHG---IPASPKCHEGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRDNTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|8393636|ref|NP_058718.1| TANKCPNKESEN--QLKLNPLGFTEEVEVVLQFICKCNCQSHG---IPASPKCHEGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRENTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|19743819|ref|NP_391988.1| TSNKCPKKDSD---SFKIRPLGFTEEVEVILQYICECECQSEG---IPESPKCHEGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRDNTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|114630183|ref|XP_507735.2| TSNKCPKKDSD---SFKIRPLGFTEEVEVILQYICECECQSEG---IPESPKCHEGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRDNTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|73948624|ref|XP_535143.2| TSNKCPNKNSE---TIKIKPLGFTEEVEVILQFICECECQSEG---IPSSPKCHEGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRDNTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|27805959|ref|NP_776793.1| TANKCPNKNSE---TIKIKPLGFTEEVEIILQFICECECQGEG---IPGSPKCHDGNGTFECGACRCNEGRVGRHCECSTDE-VNSEDMDAYCRKENSS-EICSNNGECVCGQCVCRKRDNTNEIYSGKFCECDNFNCDRSNGLICGG--   750
gi|86129418|ref|NP_001034343.1| TANECPKKGQNE--TIKIKPLGFTEEVEIHLQFICDCLCQSEG---EPNSPACHDGNGTFECGACRCNEGRIGRLCECSTDE-VNSEDMDAYCRRENST-EICSNNGECICGQCVCKKRENTNEVYSGKYCECDNFNCDRSNGLICGG--   750
gi|24640486|ref|NP_524793.2| QLLKCPEDPRDWTQTIHISPVGINEVMQIQLTMLCSCPCENPGSIGYQVQANSCSGHGTSMCGICNCDDSYFGNKCECSATDLTSKFANDTSCRADSTSTTDCSGRGHCVCGACECHKRPNPIEIISGKHCECDNFSCERNRNQLCSGPD   750
gi|58381607|ref|XP_311354.2| TLLKCPTDPRDWQQVLQIYPVGINESLTVDIEMLCSCPCEHPSDPEYRERADECSNAGTYKCGICECDGTYHGQRCECSAMESLLEPGMVDACRMSNAS-EECSGRGQCVCGVCVCERRPNPDELIDGRYCECDNFSCDRPGGLLCSGPD   750
gi|17554380|ref|NP_497787.1| ENTHC-IDKRDF--VLRIGPSGLDETLIVNVKVLCDCDCERQD--RIVTNSADCN-GGDMVCGVCRCKGGNVGKYCECNRPG-MSTAALNEKCKRTNES-AICEGRGVCNCGRCECNPRANPEEQISGEFCECDNFNCPRHDRKICA--E   750
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gi|77993308|ref|NP_001030143.1| HGRCECRVCVCDANYTGSACDCSLDTSTCLASNK-QICNGRGICECGTCRCT----DPKFQGPTCEICPTCPGVCTEHKECVQCRAFGTGEKK--DTCKRDCSYFNLIEVEDRDKLPQPVQAFPLMHCKERD-ARDCWFYYTYAVNNNTE   900
gi|189546459|ref|XP_001918562.1| HGRCECRVCVCDANYTGSACDCSLDTSTCLASNK-QICNGRGICECGTCRCT----DPKFQGPTCEICPTCPGVCTEHKECVQCRAFGTGEKK--DTCKRDCSYFNLIEVEDRDKLPQPVQAFPLMHCKERD-ARDCWFYYTYAVNNNTE   900
gi|77993344|ref|NP_001030159.1| HGRCDCRKCICDANYTGSACDCSLDTSTCLASNK-QICNGRGNCECGACKCT----DTKFQGPTCEICPTCPGVCTEHKDCVQCRAFGTGDKK--DTCEEQCSYFTMKVVKKKEDLPQPNDQPIINHCKERD-ANDCWFFFTYATRNDSS   900
gi|45504394|ref|NP_034708.1| NGVCRCRVCECYPNYTGSACDCSLDTGPCLASNG-QICNGRGICECGACKCT----DPKFQGPTCETCQTCLGVCAEHKECVQCRAFNKGEKK--DTCAQECSHFNLTKVESREKLPQPVQVDPVTHCKEKD-IDDCWFYFTYSVNGNNE   900
gi|8393636|ref|NP_058718.1| NGVCRCRVCECYPNYTGSACDCSLDTVPCVATNG-QICNGRGICECGACKCT----DPKFQGPTCETCQTCLGVCAEHKECVQCRAFNKGEKK--DTCAQECSHFNLTKVESREKLPQPVQVDPVTHCKEKD-IDDCWFYFTYSVNSKGE   900
gi|19743819|ref|NP_391988.1| NGVCKCRVCECNPNYTGSACDCSLDTSTCEASNG-QICNGRGICECGVCKCT----DPKFQGQTCEMCQTCLGVCAEHKECVQCRAFNKGEKK--DTCTQECSYFNITKVESRDKLPQPVQPDPVSHCKEKD-VDDCWFYFTYSVNGNNE   900
gi|114630183|ref|XP_507735.2| NGVCKCRVCECNPNYTGSACDCSLDTSTCEASNG-QICNGRGICECGVCKCT----DPKFQGQTCEMCQTCLGVCAEHKECVQCRAFNKGEKK--DTCTQECSYFNITKVESRDKLPQPVQPDPVSHCKEKD-VDDCWFYFTYSVNGNNE   900
gi|73948624|ref|XP_535143.2| NGVCKCRVCECNPNYTGSACDCSLDTTSCLATNG-QICNGRGVCECGACKCT----DPKFQGPTCEMCQTCLGVCAEHKECVQCRAFNKGEKK--DTCAQECSHFNITKVENRDKLPQPGQVDPLSHCKEKD-VDDCWFYFTYSVNGNNE   900
gi|27805959|ref|NP_776793.1| NGVCKCRVCECNPNYTGSACDCSLDTTSCMAVNG-QICNGRGVCECGACKCT----DPKFQGPTCEMCQTCLGVCAEHKECVQCRAFNKGEKK--DTCAQECSHFNITKVENRDKLPQPGQVDPLSHYKEKD-VDDCWFYFTYSVNVNNE   900
gi|86129418|ref|NP_001034343.1| NGICKCRVCECFPNFTGSACDCSLDTTPCMAGNG-QICNGRGTCECGTCNCT----DPKFQGPTCEMCQTCLGVCAEHKDCVQCRAFEKGEKK--ETCSQECMHFNMTRVESRGKLPQPVHPDPLSHCKEKD-VGDCWFYFTYSVNSNGE   900
gi|24640486|ref|NP_524793.2| HGTCECGRCKCKPGWTGSNCGCQESNDTCMPPGGGEICSGHGTCECGVCKCTVNDQG-RFSGRHCEKCPTCSGRCQELKDCVQCQMYKTGELKNGDDCARNCTQFVPVGVEKVEIDETKDEQ----MCKFFD-EDDCKFMFKY--SEQGE   900
gi|58381607|ref|XP_311354.2| HGRCVCGQCECREGWTGPACDCRASNETCMPPGGGELCSGHGTCECGTCRCTVTEDG-RYTGRYCEKCPTCAGRCNEFKHCVQCQQYKTGPLAEANECATNCTLFVPIPVEKVTIDEERNDN----KCTFFD-EDDCRFEFSYNDSDQDK   900
gi|17554380|ref|NP_497787.1| HGECNCGKCICAPGWTGRACECPISTDSCLSANG-KICNGKGECICGRCRCFDSPDGNRYSGAKCEICPTCPTKCVEYKNCVMCQQWQTGPLN---ETACDQCEFKVIPVEELPN--LNETT----PCQFVDPADDCTFYYLYYYDEATD   900
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gi|77993308|ref|NP_001030143.1| -KEVHVVKTMECPPGPDIIPIVAGVVAGIVLIGLALLLIWKLLMIIHDRREFAKFEKEKMNAKWDTGENPIYKSAVTTVINPKYEGK---   990
gi|189546459|ref|XP_001918562.1| -KEVHVVKTMECPPGPDIIPIVAGVVAGIVLIGLALLLIWKLLMIIHDRREFAKFEKEKMNAKWDTGENPIYKSAVTTVINPKYEGK---   990
gi|77993344|ref|NP_001030159.1| -VMVHVAEELECPSGPDIIPIVAGVVAGIVLIGLALLLIWKLLMIIHDRREFAKFEKEKMNAKWDAGENPIYKSAVTTVVNPKYEGK---   990
gi|45504394|ref|NP_034708.1| -AIVHVVETPDCPTGPDIIPIVAGVVAGIVLIGLALLLIWKLLMIIHDRREFAKFEKEKMNAKWDTGENPIYKSAVTTVVNPKYEGK---   990
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