
logo MKLKLKNFKPNNLWYAVCSSSMI FTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTNSNSYGENRLAMLKNGMNAFLASN
NTDB id 31900 AB57 RS18280 WP 000768943.1 MKLKLKNFKPNNLWYAVCSSSMIFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTNNSYGENRLAMLKNGMNAFLASN 85
NTDB id 1063 ABD1 RS15730 WP 000768961.1 MKLKLKNFKPNNLWYAVCSSSMIFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTSNSYGENRLAMLKNGMNAFLASN 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo NPVLNDTRVGLGNFSADNGDSRSGQI LVAAAPLGDASTLNTMVGSQRYKLKQAVANSLTAGSGSYTPSAHAYAEAAAYLMGTTTLYKSENI
TNLY

NTDB id 31900 AB57 RS18280 WP 000768943.1 NPVLNDTRVGLGNFSANGDSRSGQILVAAAPLGDASTLNTVGSQRYKLKQAVANLTAGGSTPSAHAYAEAAAYLMGTTTYSETNY 170
NTDB id 1063 ABD1 RS15730 WP 000768961.1 NPVLNDTRVGLGNFSADGDSRSGQILVAAAPLGDASTLNTMGSQRYKLKQAVASLTASGYTPSAHAYAEAAAYLMGTTTLKNINL 170
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!! ! !!!!!!!!!!!!!!!!!!! !
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NTDB id 31900 AB57 RS18280 WP 000768943.1 AIRK..DSYIKRVRRSDNRTEYSYCTNYRDSQIDTANLWQPCRSNSYWSSWSTNNPGVDNAT...AYDTSSDWTYYYTYYYTTF. 249
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VDAPIYFSYVTYDRRGRVITNYHACTEWNTEGT.ICN.........SWDSSSLSNPPVISGLQQASCTANIGWQLLSGTCYKKTG 245
consensus *** !!* !! ! !* !! * * *!********* ! ! ! !!*! * *** * ! *! *
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NTDB id 31900 AB57 RS18280 WP 000768943.1 NYAVANADSGIPKSKSNDTASNPNIVVDRNATNSNAVYQSPLPAVANRQSCDGQGIYFLSDGEPNNTTNTRSASVMSTALGSTFG 334
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LITINNLDSGFNKSI............SGSKNTDQSQYNSPLPAVANRQSCDGQGIYFLSDGEPNKTTDTRSASIMSTALGSTFG 318
consensus * ! !!! *!! ************ * !*!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!*!!!!!!!!!!

logo ADFNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVS IQTAFVGFGSDFSSLNSSSDVKNACRLSSRTQFSDRGKGDDALCSPNQSTT
NTDB id 31900 AB57 RS18280 WP 000768943.1 ADFNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLNSSDVKNACRLSSRTQSDRKGDDACSPNQST 419
NTDB id 1063 ABD1 RS15730 WP 000768961.1 ADFNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLSSSDVKNACRLSSRTQFDRGGDDLCSPNQTT 403
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! !! !!! !!!!!*!

logo NAI
V
A
TAPGYGNGGFFPSTQSASQGVTDSVIAF INNLDKVPLEPLTTGAI SVPYDALNPKNLQEYGYLRAFEPNPANTYLTWRGNLKKY

NTDB id 31900 AB57 RS18280 WP 000768943.1 NAVAAPGYGNGGFFPTQSSQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPNPANTYLTWRGNLKKY 504
NTDB id 1063 ABD1 RS15730 WP 000768961.1 NAITAPGYGNGGFFSTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPNPANTYLTWRGNLKKY 488
consensus !!* !!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo HVVLSGATNAGAFEANSTGGLVYNASTGAFRTGTKDYWNSSTYNTDGGKVFFLGGSYAKNVPLP IAGQNPETRDAEGNITKYYYAVQSKIRN
NTDB id 31900 AB57 RS18280 WP 000768943.1 HVVLSGANAGAFEANSGGLVYNASGAFRTGTKDYWNSSTYTDGGKVFLGGSYANVPLPIAGQPETRDAEGNITKYYYAVQSKIRN 589
NTDB id 1063 ABD1 RS15730 WP 000768961.1 HVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGGSYAKVPLPIAGQNETRDAEGNITKYYYAVQSKIRN 573
consensus !!!!!! !!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!! !!!!!! !!!!! !!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!



logo LFTDVSAVAADGSLTKI STSGTNLLKIPAAPPEEGTNPFDTVANTASYVLGKFDPSTGQNI LKAFP I SLKLKI LNYLGYSTDINSAT
NTDB id 31900 AB57 RS18280 WP 000768943.1 LFTDVSAVAADGSLTKISTSGTNLLKIPAAPPEETNPFDTVANTASYVLGKFDPSTGQNILKAFPISLKLKILNYLGYSTDINAT 674
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LFTDVSAVAADGSLTKISTSGTNLLKIPAAPPEGTNPFDTVANTASYVLGKFDPSTGQNILKAFPISLKLKILNYLGYSTDISAT 658
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo TLPSSLVTSNEPYLSMGGS IHSLPVQLTYNGTLDDNGNLTSAREQS I LYGTMEGGLHIVDASSGI EQMVFVPADI LNDSVASKAL
NTDB id 31900 AB57 RS18280 WP 000768943.1 TLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTMEGGLHIVDASSGIEQMVFVPADILNDSVASKAL 759
NTDB id 1063 ABD1 RS15730 WP 000768961.1 TLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTMEGGLHIVDASSGIEQMVFVPADILNDSVASKAL 743
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSYYGLDVLSPTSPKLLFR IGADQNTDYSRMG
NTDB id 31900 AB57 RS18280 WP 000768943.1 VVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSYYGLDVLSPTSPKLLFRIGADQNDYSRMG 844
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSYYGLDVLSPTSPKLLFRIGADQTDYSRMG 828
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!

logo QSWSKPVLANIRYNGS IRRVL IVGGGYDQCYEKPNITLTDACFTNGKAKGNAVYI IDAKTGQRLWWTSDTGSNTDNANMKHS IVS
NTDB id 31900 AB57 RS18280 WP 000768943.1 QSWSKPVLANIRYNGSIRRVLIVGGGYDQCYEKPNITLTDACFTNGKAKGNAVYIIDAKTGQRLWWTSDTGSNTDNANMKHSIVS 929
NTDB id 1063 ABD1 RS15730 WP 000768961.1 QSWSKPVLANIRYNGSIRRVLIVGGGYDQCYEKPNITLTDACFTNGKAKGNAVYIIDAKTGQRLWWTSDTGSNTDNANMKHSIVS 913
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo R I STLDRDADGLVDHLYFGDLGGQI FRVDLNNNQTKTNSTYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHD
NTDB id 31900 AB57 RS18280 WP 000768943.1 RISTLDRDADGLVDHLYFGDLGGQIFRVDLNNNQTKTNSTYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHD 1014
NTDB id 1063 ABD1 RS15730 WP 000768961.1 RISTLDRDADGLVDHLYFGDLGGQIFRVDLNNNQTKTNSTYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHD 998
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo YGIHTF ITVGIASGDRSTPLDVYPLTGREGMTPATSALSGRPVNNVYGI IDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQI LRT
NTDB id 31900 AB57 RS18280 WP 000768943.1 YGIHTFITVGIASGDRSTPLDVYPLTGREGMTPASALSGRPVNNVYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRT 1099
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YGIHTFITVGIASGDRSTPLDVYPLTGREGMTPTSALSGRPVNNVYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRT 1083
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GETRVAQI FFPTTGVGKGGWYRSLSSTSDGTEKANNSFR IKGGLKAFEEPMAITGNL I I LPVYDPQGTGIVAADPCLPRVVGETDR
NTDB id 31900 AB57 RS18280 WP 000768943.1 GETRVAQIFFPTTGVGKGGWYRSLSSTSDGTEKANNSFRIKGGLKAFEEPMAITGNLIILVYDPQGTGIVAADPCLPRVVGETDR 1184
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GETRVAQIFFPTTGVGKGGWYRSLSSTSDGTEKANNSFRIKGGLKAFEEPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDR 1168
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!



logo QTYCLPFGACLNSDGS IDQNKENHSGFETQTGTNCPVGASECNKNVIGSGIRSVTFVPTEDNPPMTTNSCGKLKLSGNEQGTGQWQ
NTDB id 31900 AB57 RS18280 WP 000768943.1 QTYCLPFGACLNSDGSIDQNKENHSGFETQTGTNCPVGASECNKNVIGSGIRSVTFVPTEDNPPTTNSCGKLKLSGNEQGTGQWQ 1269
NTDB id 1063 ABD1 RS15730 WP 000768961.1 QTYCLPFGACLNSDGSIDQNKENHSGFETQTGTNCPVGASECNKNVIGSGIRSVTFVPTEDNPPMTNSCGKLKLSGNEQGTGQWQ 1253
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo CTSHLVPTRWYERYR
NTDB id 31900 AB57 RS18280 WP 000768943.1 CTSHLVPTRWYERYR 1284
NTDB id 1063 ABD1 RS15730 WP 000768961.1 CTSHLVPTRWYERYR 1268
consensus !!!!!!!!!!!!!!!
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