
logo MSAP IRAFDPLTAP I SGTNL I EASAGTGKTYGIAALFTRL IVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE
NTDB id 328425 EGH16 RS02245 WP 124743181.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SKE IAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRL IVRLKAAIGQFDNAAIYTIHGFCQR I LRDYAFLC
NTDB id 328425 EGH16 RS02245 WP 124743181.1 SKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
NTDB id 1132 OK783 RS01905 WP 010951035.1 SKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS
NTDB id 328425 EGH16 RS02245 WP 124743181.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS 240
NTDB id 1132 OK783 RS01905 WP 010951035.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo WQTVCRLLPELEAGFWR IHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCFLDKDTHERLLKLSSDKLEAGLKKGKTPDAA
NTDB id 328425 EGH16 RS02245 WP 124743181.1 WQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPFLDKDTHERLLKLSSDKLEAGLKKGKTPDAA 320
NTDB id 1132 OK783 RS01905 WP 010951035.1 WQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGKTPDAA 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VFAELQKLADFGRDLNALEEAEEATTMIRLQLDL I EYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN
NTDB id 328425 EGH16 RS02245 WP 124743181.1 VFAELQKLADFGRDLNALEEAEEATMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN 400
NTDB id 1132 OK783 RS01905 WP 010951035.1 VFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN 400
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo WE IAL IDEFQDTDPLQYE I FQKI F IARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAAL IGS IG
NTDB id 328425 EGH16 RS02245 WP 124743181.1 WEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
NTDB id 1132 OK783 RS01905 WP 010951035.1 WEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADE IARALNEASGGRLNF
NTDB id 328425 EGH16 RS02245 WP 124743181.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNF 560
NTDB id 1132 OK783 RS01905 WP 010951035.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNF 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo KDGRPLQSGDIAVLVRTHNEAVMI SAALKKRQVQSVLLSRESVFASPEAAALSAL IGFWLEPRRAGTLRFVLTSGI FGYDA
NTDB id 328425 EGH16 RS02245 WP 124743181.1 KGRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDA 640
NTDB id 1132 OK783 RS01905 WP 010951035.1 KDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDA 640
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QQLHDFNQNESE I LHWAESARTALDIWQKYGI FAAMQQFSQTHGI ETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA
NTDB id 328425 EGH16 RS02245 WP 124743181.1 QQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
NTDB id 1132 OK783 RS01905 WP 010951035.1 QQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHKWLRDQI SLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQI LHQGANRAELLAKAQ
NTDB id 328425 EGH16 RS02245 WP 124743181.1 LHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQ 800
NTDB id 1132 OK783 RS01905 WP 010951035.1 LHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQ 800
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYL I EGLPQDSRETVRRTYACEKDGITMLKRNW
NTDB id 328425 EGH16 RS02245 WP 124743181.1 LSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEKDGITMLKRNW 880
NTDB id 1132 OK783 RS01905 WP 010951035.1 LSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEKDGITMLKRNW 880
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RRVADNAPAGTDFATFTEDAPPPAAYRGNADQAAEFAANS IPERGFRFVRHTSFTALSRHQTQTPDGGEEDACPSLDAAETS
NTDB id 328425 EGH16 RS02245 WP 124743181.1 RRVADNAPAGTDFAFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRQTQTPDGGEEDACPSLDAAETS 960
NTDB id 1132 OK783 RS01905 WP 010951035.1 RRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS 960
consensus !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo VPAMPSETPTASDGI S IHDFPKGTQAGLCLHE I LEDFKFGQAAAEQETL IADKLKKYGFEE IWLPAVAEMAEACRKTPLT
NTDB id 328425 EGH16 RS02245 WP 124743181.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
NTDB id 1132 OK783 RS01905 WP 010951035.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETI
LDFHTVNGFLNGF IDMVCQDPDGNIC I I

NTDB id 328425 EGH16 RS02245 WP 124743181.1 GAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETIDFHTVNGFLNGFIDMVCQDPDGNICII 1120
NTDB id 1132 OK783 RS01905 WP 010951035.1 GAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDMVCQDPDGNICII 1120
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo DYKSNHLSAYTRQAMDEAVAHQHYYLQAL IYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAALEQIK
NTDB id 328425 EGH16 RS02245 WP 124743181.1 DYKSNHLSAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAALEQIK 1200
NTDB id 1132 OK783 RS01905 WP 010951035.1 DYKSNHLSAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAALEQIK 1200
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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