
logo MKLKLKNFKPNNLWYAI
VCSSSMVAI FTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTNSNSYGENRLAMLKNGMNA

NTDB id 211778 BVD86 RS16645 WP 199997171.1 MKLKLKNFKPNNLWYAICSSSVAFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTNNSYGENRLAMLKNGMNA 80
NTDB id 1063 ABD1 RS15730 WP 000768961.1 MKLKLKNFKPNNLWYAVCSSSMIFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTSNSYGENRLAMLKNGMNA 80
consensus !!!!!!!!!!!!!!!!*!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo FLASNNPVLNDTRVGLGNFSADNGDSRSGQI
VLVAAAPLGDASTLNTMVGSQRYKLKQAVANSLTAGSGSYTPSAHAYAEAAAYLM

NTDB id 211778 BVD86 RS16645 WP 199997171.1 FLASNNPVLNDTRVGLGNFSANGDSRSGQVLVAAAPLGDASTLNTVGSQRYKLKQAVANLTAGGSTPSAHAYAEAAAYLM 160
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FLASNNPVLNDTRVGLGNFSADGDSRSGQILVAAAPLGDASTLNTMGSQRYKLKQAVASLTASGYTPSAHAYAEAAAYLM 160
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!! ! !!!!!!!!!!!!!!!
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NTDB id 211778 BVD86 RS16645 WP 199997171.1 GTTTYSEANYAIRK..DSYIRRVRKSDNRTEYSYCTNYRDSQIDTTNLWQPCRSNNYWSNWSTSNPGVDAAT...AYDTS 235
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GTTTLKNINLVDAPIYFSYVTYDRRGRVITNYHACTEWNTEGT..........ICNSWDSSSLSNPPVISGLQQASCTAN 230
consensus !!!! ! *** !!* !* ! !* !! * ********** *! ! ! !!!*! * *** *
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NTDB id 211778 BVD86 RS16645 WP 199997171.1 SDWTYSYTYYY.TTFNYAVANADSGIPKSKSNDTTSNPNIVVDRNASNLNAIYQSPLPAVANRQSCDGQGIYFLSDGEPN 314
NTDB id 1063 ABD1 RS15730 WP 000768961.1 IGWQLLSGTCYKKTGLITINNLDSGFNKSIS............GSKNTDQSQYNSPLPAVANRQSCDGQGIYFLSDGEPN 298
consensus ! *!* ! * ! !!! *!! !************ * !*!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

K
NTTDNTRSASTI

VMSTALGSTFLGADNFNTCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVS IQTAFVGFGSDFSSLSSSDVK
NTDB id 211778 BVD86 RS16645 WP 199997171.1 NTTNTRSATVMSTALGSTLGANFTCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLSSSDVK 394
NTDB id 1063 ABD1 RS15730 WP 000768961.1 KTTDTRSASIMSTALGSTFGADFNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLSSSDVK 378
consensus !! !!!!**!!!!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NACRLSSRTQFSDRGKGSDDLNCSPNQTTNAI
V
A
TAPGYGNGGFFPSTQSAQGVTDSVIAF INNLDKVPLEPLTTGAI SVPYDALNP

NTDB id 211778 BVD86 RS16645 WP 199997171.1 NACRLSSRTQSDRKSDDNCSPNQTTNAVAAPGYGNGGFFPTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNP 474
NTDB id 1063 ABD1 RS15730 WP 000768961.1 NACRLSSRTQFDRGGDDLCSPNQTTNAITAPGYGNGGFFSTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNP 458
consensus !!!!!!!!!! !! !! !!!!!!!!!* !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KNLQEYGYLRAFEPNPANTYLTWRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGG
NTDB id 211778 BVD86 RS16645 WP 199997171.1 KNLQEYGYLRAFEPNPANTYLTWRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGG 554
NTDB id 1063 ABD1 RS15730 WP 000768961.1 KNLQEYGYLRAFEPNPANTYLTWRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGG 538
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo SYAKVPLP IAGQNETRDAEEGNITKYYYAVQSTKIRNLFTDVSAVAASDGSLTKI STSGTNLLKIPAATPPEAGTNPFDSTVANTA
NTDB id 211778 BVD86 RS16645 WP 199997171.1 SYAKVPLPIAGQNETRDEEGNITKYYYAVQTKIRNLFTDVSAVASDGSLTKISTSGTNLLKIPATPPEATNPFDSVANTA 634
NTDB id 1063 ABD1 RS15730 WP 000768961.1 SYAKVPLPIAGQNETRDAEGNITKYYYAVQSKIRNLFTDVSAVAADGSLTKISTSGTNLLKIPAAPPEGTNPFDTVANTA 618
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!*!!!!!*!!!!!

logo SYVLGKFDNAPSTGQDNI LKAFP I SLKLKI LNYLGYSTDI SATNTLPSSLVTSNEPYLSMGGS IHSLPVQLTYNGTLDDENGNLT
NTDB id 211778 BVD86 RS16645 WP 199997171.1 SYVLGKFNASTGQDILKAFPISLKLKILNYLGYSTDISATNLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDENGNLT 714
NTDB id 1063 ABD1 RS15730 WP 000768961.1 SYVLGKFDPSTGQNILKAFPISLKLKILNYLGYSTDISATTLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLT 698
consensus !!!!!!! *!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo SAREQS I LYGTMEGGLHIVDASSTGI
VEQMAVFVPADI LNDPSVASKALVVGQSDASTAPAHGMDGAWVSDPAYNS ITTTVGSGSSA

NTDB id 211778 BVD86 RS16645 WP 199997171.1 SAREQSILYGTMEGGLHIVDASTGVEQMAFVPADILNDPVASKALVVGQSDATAPAHGMDGAWVSDPAYSITTTGSGSSA 794
NTDB id 1063 ABD1 RS15730 WP 000768961.1 SAREQSILYGTMEGGLHIVDASSGIEQMVFVPADILNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSA 778
consensus !!!!!!!!!!!!!!!!!!!!!!*!*!!! !!!!!!!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!! !!!!!!

logo VSKVTAKQMNIYGGMRMGGSSYYGLDNVLNSPATSPKLLFR I
VGADQATDYSRMGQSWSKPVLANIRYNGSVIKRRVLMIVGGGYDQC

NTDB id 211778 BVD86 RS16645 WP 199997171.1 VSKVTAKQMNIYGGMRMGGSSYYGLNVLNPASPKLLFRVGADQADYSRMGQSWSKPVLANIRYNGVIKRVMIVGGGYDQC 874
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VSKVTAKQMNIYGGMRMGGSSYYGLDVLSPTSPKLLFRIGADQTDYSRMGQSWSKPVLANIRYNGSIRRVLIVGGGYDQC 858
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !! ! !!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!! !*!!*!!!!!!!!!

logo YEKNPNITLSTDNASCFTNGKAKGNAVYI IDAKTGEQRLWWTSDTGSNI
TDNASNMKHS IVSR I STLDRDADGLVDHLYFGDLGGQI

NTDB id 211778 BVD86 RS16645 WP 199997171.1 YENPNITLSNSCFTNGKAKGNAVYIIDAKTGERLWWTSDTGSNIDNSNMKHSIVSRISTLDRDADGLVDHLYFGDLGGQI 954
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YEKPNITLTDACFTNGKAKGNAVYIIDAKTGQRLWWTSDTGSNTDNANMKHSIVSRISTLDRDADGLVDHLYFGDLGGQI 938
consensus !! !!!!!* !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FR I
VDLNNNQTKTNSTYSSFGI

VRVVRLANLATNDSTYDAGSTNDYTAGGNAPRFYEPPTVTIHDYGIHRTF ITVGIASGDRSTPL
NTDB id 211778 BVD86 RS16645 WP 199997171.1 FRIDLNNNQTKTNSTYSSFGIRVVRLANLATNDSTYDASNDYTAGNAPRFYEPPTVTIHDYGIRTFITVGIASGDRSTPL 1034
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FRVDLNNNQTKTNSTYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTFITVGIASGDRSTPL 1018
consensus !!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!**!!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo DVYPLTGREGMS
TPSTSTALSGRPVNNVYGI IDKRDF IVKKNLMSLATDNQLETKDITRLTGTLRKNPQI LRSTGETRVAQI FFPNTTGV

NTDB id 211778 BVD86 RS16645 WP 199997171.1 DVYPLTGREGMSPSTALSGRPVNNVYGIIDKDFIKKNLMSLADNQLETKDITRLTLRKNPQILRSGETRVAQIFFPNTGV 1114
NTDB id 1063 ABD1 RS15730 WP 000768961.1 DVYPLTGREGMTPTSALSGRPVNNVYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRTGETRVAQIFFPTTGV 1098
consensus !!!!!!!!!!!*!**!!!!!!!!!!!!!!!*!!*!!!!!!! !!!!!!!!!!! !!!!!!!!!*!!!!!!!!!!! !!!



logo GKQGSGWYRSLSSMTSDGTEKANNSFR IKGGLKAFEEPMAI
VTGNTL I IVPVYDPQGTGIVAADPCLPRVVGETDQRQTFYCLPFGAC

NTDB id 211778 BVD86 RS16645 WP 199997171.1 GQSGWYRSLSSMSDGTEKANNSFRIKGGLKAFEEPMAVTGTLIVPVYDPQGTGIVAADPCLPRVVGETDQQTFCLPFGAC 1194
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GKGGWYRSLSSTSDGTEKANNSFRIKGGLKAFEEPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDRQTYCLPFGAC 1178
consensus ! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!! !!*!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!

logo LNSDGS IDQNKENGHSGFEKTQTGTNCPVGASECNKNVIGSGIRGSVTFVPTEDNPPAMTNSCGKLKLSGNEQSGTGEQWQCTSHL
NTDB id 211778 BVD86 RS16645 WP 199997171.1 LNSDGSIDQNKENGSGFKTQTGTNCPVGASECNKNVIGSGIRGVTFVPTEDNPPATNSCGKLKLSGNESGTGEWQCTSHL 1274
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LNSDGSIDQNKENHSGFETQTGTNCPVGASECNKNVIGSGIRSVTFVPTEDNPPMTNSCGKLKLSGNEQGTGQWQCTSHL 1258
consensus !!!!!!!!!!!!!*!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!!!!! !!! !!!!!!!

logo VPATRWYERYR
NTDB id 211778 BVD86 RS16645 WP 199997171.1 VPARWYERYR 1284
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VPTRWYERYR 1268
consensus !! !!!!!!!
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