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gi|6754956|ref|NP_035149.1| MAFSVVLHP-AFLLAVLSLRASRSE-VLEEPLPLTPEIHKVSFQLKLQEVNLEWTVPALT-HEELNMIFQIEISRLNISNTIWVENYSTTVKREEAVRWNWTSDIPLECVKHFIRIRALVDDTKSLPQSSWGNWSSWKEVNAKVSVEPDK   150
gi|52851389|ref|NP_001005384.1| MAFSVVLHQVTFLLAVLSLRTSQSK-VLGEPLQLTPEIHTVSLQSALQEANLEWTVPTFS-HQELNIVFQIEISRMRTSNTIWVGNYSTTVKHEETVHWKWTSDIPLECATHFIRIRAMVDDAQYPPQSSWSNWSSWKEVNAQVSVPPDT   150
gi|4557040|ref|NP_003990.1| MALFAVFQT-TFFLTLLSLRTYQSE-VLAERLPLTPVSLKVSTNSTRQSLHLQWTVHNLPYHQELKMVFQIQISRIETSNVIWVGNYSTTVKWNQVLHWSWESELPLECATHFVRIKSLVDDAKFPEPNFWSNWSSWEEVSVQDSTGQDI   150
gi|114600500|ref|XP_001141406.1| MALFAIFQT-TFFLTLLSLRTYQSE-VLAERLPLTPVSLKVSTNSTRQSLHLQWTVHNLPYHQELKMVFQIQISRIETSNVIWVGNYSTTVKWNQVLHWSWESELPLECATHFVRIKSVVDDAKFPEPNFWSNWSSWEEVSVQDSTGQDI   150
gi|73954301|ref|XP_546341.2| MAVFSVFQT-TFFLALLSLRTLQSE-VLSEPLPWAPESLKVSINSTHQCLHLQWSVHNLAYHQELKMVFQIEISRIKTSNVIWVENYSTTVKGNQLLHWSWESQLPLECAKHFIRMRSAVDDATTPEQRFWSNWSSWEEVDVQNSLGHEP   150
gi|122692559|ref|NP_001073741.1| MALFAVLQT-TFLLALLPLRTYQSE-VLSEPLPLTPESLNVSINSTKQCLHLQWTVHNPDYHQEFKMVFQIQISRFKASNVIWLENYSTTVKRNQVLHWSWESELPLECAIHFVRMRTMVDDARIPAPRLWSNWSSWEKADAQNSLGDHP   150
gi|118103710|ref|XP_425020.2| ------MNHFVFLAVLLHLRTWCTAYSQQESLVFPVTYLNVHKDLPLQRLLVEWDVDKSARDAELVMSFEIQVRRAEEAIVWREFLNATLDKSGKPLHWMWNSDLPLECMSHSVRIRSKAEVSKT-----WSQWSPWETIQGLDTSNISE   150
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gi|6754956|ref|NP_035149.1| SLIFPKDKVLEEGSNVTICLMYGQNVYNVSCKLQDEPIHGEQLDSHVSLLKLNNVVFLSDTGTNINCQATKG--PKRIFGTVLFVSKVLEEPKNVSCETRDFKTLDCSWEPGVDTTLTWRKQRFQNYTLCESFSKRCEVSNYRNSYTWQI   300
gi|52851389|ref|NP_001005384.1| LLIFPEDRLLEEGSNVTICLMIGQNLYNVSCKLQEEPIRGEQLDSHLSLIKLNNVVFLNNAGTNINCKAMNG--TKNTFGTVLFVSKVLEEPKNFSCETRDFKTLNCLWEPGIDTTLSWHKQRSQHYTLYESFSGRREVSNHRNSHTWQI   300
gi|4557040|ref|NP_003990.1| LFVFPKDKLVEEGTNVTICYVSRNIQNNVSCYLEGKQIHGEQLDPHVTAFNLNSVPFIRNKGTNIYCEASQGNVSEGMKGIVLFVSKVLEEPKDFSCETEDFKTLHCTWDPGTDTALGWSKQPSQSYTLFESFSGEKKLCTHKNWCNWQI   300
gi|114600500|ref|XP_001141406.1| LFVFPKDKLVEEGTNVTICYVSRNIQNNVSCYLEGKQIHGEQLDPHVTAFNLNSVPFIRNKGTNIYCEASQGNVSEGMKGIVLFVSKVLEEPKDFSCETEDFKTLHCTWDPGTDTALGWSKQPSQSYTLFESFSGEKKLCTHKNWCNWQI   300
gi|73954301|ref|XP_546341.2| LFVFPKDKLVEEGSNVTICYVSRSQQNNISCYLEGVRMQGQQLDPNVSMFNLHNVAFIRETGTNIYCKVDRG---DDIKGIVLFVSKILEEPKDFSCETRDFQTLSCTWDPGRDTGL--LKQLPQSYTLFESFSGKKTLCKHKSWCNWQV   300
gi|122692559|ref|NP_001073741.1| LYVFPKDKLVEEGSNVTVCYISMNHQDNISCYLEDVLIYGRQLDQNVWAFEFKNVSFIRKTGTNFYCKGQ-----GDPEGVVLLVSKVLEEPKNFSCETQDLKTLTCTWDPGNDTGL--IQLP--SYTLFESFSGKKTLCKHRNRCDWQV   300
gi|118103710|ref|XP_425020.2| PRIFPDEKIIEEGSDISLCCIGRKGQIIKEFFLNSPIPYFNRTNSQVGLLIAKNVKFKGVPHVLCRESCSED---NCFAHAVFFVGRPPDTPRDFSCQTRNMREITCTWDQGRDTYLYGSHSSKYKLSEQFSKTSVPCTVNCSERCSCSW   300
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gi|6754956|ref|NP_035149.1| TEGSQEMYNFTLTAENQLRKRSVNINFNLTHRVHPKAPQDVTLKIIGATKANMTWKVHSHGNNYTLLCQVKLQYG-EVIHEHNVSVHMSANYLFSDLDPDTKYKAFVRCASANHFWKWSDWTQKE-FSTPETAPSQALDVWRQVWSENGR   450
gi|52851389|ref|NP_001005384.1| TEDSQETYNFTLTAENNLRKRSVSISFNLTHRVHPKAPHDVTLKTVGATKAHMTWKVPSRGD-YTLLCQVELQCEGEVIHEHNVSVHTSANYLFSDLEPDTEYKACVRCASANHFWKWSDWMQKK-FRTPEAAPSEALDVWRDVRTENGR   450
gi|4557040|ref|NP_003990.1| TQDSQETYNFTLIAENYLRKRSVNILFNLTHRVYLMNPFSVNFENVNATNAIMTWKVHSIRNNFTYLCQIELHGEGKMMQYN-VSIKVNGEYFLSELEPATEYMARVRCADASHFWKWSEWSGQN-FTTLEAAPSEAPDVWRIVSLEPGN   450
gi|114600500|ref|XP_001141406.1| TQDSQETYNFTLIAENYLRKRSVNILFNLTHRVYLMNPFSVNFENVNATNAIMTWKVHSMRNNFTYLCQIELHGEGKMMQYN-VSVKVNGEYFLSELEPATEYMARVRCADASHFWKWSEWSGQN-FTTLEAAPSEAPDVWRIVNLEPGN   450
gi|73954301|ref|XP_546341.2| ASESQEMYNFTLTAENYLRKRSVHILFNLTHRVHPMAPFNVLFKDVSVTNATMTWKVHSTGNYYTLLCQVELYGEGKVIQKHNVSVKVNGELVLSGLEPDTEYSAQVRCANANHFWKWSEWTRQN-FTTVEAAPSEAPDVWRNVKSVQGY   450
gi|122692559|ref|NP_001073741.1| TQDSQEMYNFTLVAENYFRKRSVSILFNLIHGGET-------------------------------------------------------------------------------------------------------------------   450
gi|118103710|ref|XP_425020.2| NVGKQRIYNITLTVENPLGQRTTMDVFDVAHRIHPLPPFQQWEEHT-ETEIELHWEQKEKEIELFCQAEVWQPNGKAKLYNSSDTQLYHNSITLGGLQPYTSYTSRVRCGAAKHFWRWSEWSKAHSFRTKEKAPSGKLDVWRKITPALQG   450
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gi|6754956|ref|NP_035149.1| RIVTLFWKPLLKSQANGKIISYNIVVENEAKPTESEHYCVWAPALSTNLSLDLQPYKIRITTNNSMGASPESLMVLS------NDSGHEEVKEKTIKGIKDAFNISWEPVSGDTMGYVVDWCAHSQDQRCDLQWKNLGPNTTSTTITSDD   600
gi|52851389|ref|NP_001005384.1| HVVTLFWKPLLKSQANGKIISYNIVVENEANPTESEQYSVRAPALGTNLSLDLHPYKIHISANNSAGASPESLVVLS------SHSGHEEVHEKTIKGIKNGFNISWEPVSGDAIGYVVDWCAHSQTQRCDLQWKNVGPNITSTIITSDA   600
gi|4557040|ref|NP_003990.1| HTVTLFWKPLSKLHANGKILFYNVVVENLDKPSSSELHSIPAPANSTKLILDRCSYQICVIANNSVGASPASVIVIS------ADPENKEVEEERIAGTEGGFSLSWKPQPGDVIGYVVDWCDHTQDVLGDFQWKNVGPNTTSTVISTDA   600
gi|114600500|ref|XP_001141406.1| HTVTLFWKPLSKLHANGKILFYNVVVENLDKPSRSELHSIPAPANSTKLILDRCSYQICVTANNSVGASPASVIVIS------ADPENKEVEEERIAGTEGGFSLSWKPQPGDVIGYVVDWCDHTQDVLGDFQWKNVGPNTTSTVISTDA   600
gi|73954301|ref|XP_546341.2| CVVTLFWKPLSRLQANGEILFYNIVVEDLDRPSGLQLLSVPAPANRTELTLDQRAYQIHVTANNSVGTSPASVLVVS------GDPGD-EVEEERVKGTEDGFSLSWKPQPGNITGYIVEWCDRPRDPLCDLQWKHLGPNTTSTVISSDA   600
gi|122692559|ref|NP_001073741.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|118103710|ref|XP_425020.2| RNVTLFWKQEAGFRANGEIISYEVTWEKVVDRFKPEHISLSSDRNSTRIFIDNHPYRISIMARNSVGYSHPSVLIIPGATDIEKKLNSSELKEEHVNGTDGGILISWKPRDKSDS-YIIDWCNFPMLQPCDLQWRRFGPNTSSALIKSAA   600
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gi|6754956|ref|NP_035149.1| FKPGVRYNFRIFERSVEHKARLVEKQRGYTQELAPLVNPKVEIPYSTPNSFVLRWPDYDS-DFQAGFIKGYLVYVKSKEMQCNQ-PWERTLLPDNSVLCKYDINGSETKTLTVENLQPESLYEFFVTPYTSAGPGPNETFTKVTTPDARS   750
gi|52851389|ref|NP_001005384.1| FEPGVRYNFRIFERSVEENVRLVEKQRGYTQELAPSVNPGVTIHNLTPNSFSLKWQDYAS-DFQSGFIKGYLVYLKSKELQCNP-NWERTVLSDKSVLCKYDVDDPETKTLTVENLRPESLYEFLVTPYTSAGQGPNETYTKVTTPDVRS   750
gi|4557040|ref|NP_003990.1| FRPGVRYDFRIYGLSTKRIACLLEKKTGYSQELAPSDNPHVLVDTLTSHSFTLSWKDYST-ESQPGFIQGYHVYLKSKARQCHP-RFEKAVLSDGSECCKYKIDNPEEKALIVDNLKPESFYEFFITPFTSAGEGPSATFTKVTTPDEHS   750
gi|114600500|ref|XP_001141406.1| FRPGVRYDFRIYGLSTKRIACLLEKKTGYSQELAPSDNPHVLVDTLTSHSFTLSWKDYST-ESQPGFIQGYHVYLKSKARQCHP-RFEKAVLSDGSECCKYKIDNPEEKALIVDNLKPESFYEFFITPFTSAGEGPSATFTKVTTPDEHS   750
gi|73954301|ref|XP_546341.2| FRPGVRYNFRIYGISTEMVPYLLEKKTGYSQELAPSDNPRVVMSNLTSHSFTLSWKDYST-ESQPSFIRGYHVYLKSKAGQCHP-GSEKAVLSDDSVCCKYKIDDPKQKMFVVGNLQPESFYEFLVTPYSAVGEGPHGAFTKVTTPDEYS   750
gi|122692559|ref|NP_001073741.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
gi|118103710|ref|XP_425020.2| FVPGVRYNFHVYASAAN-RASLLEKKTGYLKELPPRFDPDVKKIELSYHEVTLYWDPYPTDEIHPGFLRGYHVYVSPVQEGCNLKGSKKHVLEGGSVVCKFTIENPEEKTYTVKHLTSNTKYKLAIKAYTGGGENSATNFRYIDTPLDW-   750
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gi|6754956|ref|NP_035149.1| HMLLQIILPMTLCVLLSIIVCYWKSQWVKEKCYPDIPNPYKSSILSLIKSKKNP-HLIMNVKDCIPDVLEVINKAEGSKTQCVGSGKLHIEDVPTKP---PIVPTEKDSSGPVPCIFFENFTYDQSAFDSGSHGLIPGPLKDTAHQLGLL   900
gi|52851389|ref|NP_001005384.1| HMLLQIILPMTLGVFLSIIVCYWKSQWVKEKCYPDIPNPYKSSILSLIKSKKNP-HLIMNVKDCIPDVLEVINKAEGSKTQCVGSGKLHTEDVPTKP---PLVPTEKDSSGPMPFVFLENFTYDQSAFDSGSHGFIPGPLKNTPHQLGLL   900
gi|4557040|ref|NP_003990.1| SMLIHILLPMVFCVLLIMVMCYLKSQWIKETCYPDIPDPYKSSILSLIKFKENPHLIIMNVSDCIPDAIEVVSKPEGTKIQFLGTRKSLTETELTKPNYLYLLPTEKNHSGPGPCICFENLTYNQAASDSGSCGHVPVSPK-APSMLGLM   900
gi|114600500|ref|XP_001141406.1| SMLIHILLPMVFCVLLIMVMCYLKSQWIKETCYPDIPDPYKSSILSLIKFKENPHLIIMNVSDCIPDAIEVVSKPEGTKIQFLGTRKSLTETELTKPNYLYLLPTEKNHSGPGPCICFENLTYNQAASDSGSCGHVPVSPK-APSMLGLM   900
gi|73954301|ref|XP_546341.2| PMLIRIILPMIFCILLIMILCYLKSQWMKEKCYPDIPDPYKSSVLSLIKSKENPRLTIMNIKDCVPDTIEVVNKHEG-------TGKSPTEPEAAKPTYLYLLPAEESYSGPGPCICFENFTYNQAASDSASCGHVPVPTK-APSQLGLL   900
gi|122692559|ref|NP_001073741.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
gi|118103710|ref|XP_425020.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   900
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gi|6754956|ref|NP_035149.1| APPNKFQNVLKNDYMKPLVESPTEETSLIYVSQLASPMCGDKDTLATEPPVPVHGSEYKRQMVVPGSLASPSLKEDNSLTSTVLLGQGEQ--   992
gi|52851389|ref|NP_001005384.1| APPNKLQNVLENDYMKSLVESPTEETSLIYVSQLASPICGDKDSLVTNPPMPVHGSEYKKQMALPGSLTSASLKENN-LTS-----------   992
gi|4557040|ref|NP_003990.1| TSPENVLKALEKNYMNSLGEIPAGETSLNYVSQLASPMFGDKDSLPTNPVEAPHCSEYKMQMAVSLRLALPPPTENSSLSSITLLDPGEHYC   992
gi|114600500|ref|XP_001141406.1| TSPENVLKALEKNYINSLGEIPAGETSLNYVSQLASPMFGDKDSLPTNPVEPPHCSEYKMQMAVSLRLALPPPTENSSLSSITLLDPGEHYC   992
gi|73954301|ref|XP_546341.2| TSSENLLTALEKNCMNSLEEIPAGESSLNYVSQVASPVSGDKSSLPTNPPQPELCSEYKMQMAIPLGLAAPSSSGSSSLSSITLLDEGEHYH   992
gi|122692559|ref|NP_001073741.1| --------------------------------------------------------------------------------------------   992
gi|118103710|ref|XP_425020.2| --------------------------------------------------------------------------------------------   992
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