
logo MSAPS IQRAFDPLTAVP I SGTNL I EASAGTGKTYGIAALFTRL IVLEQKNSVERVLVVTFTKAATAELKTRLRAGRLDDVLQVLE
NTDB id 1123929 EL297 RS06995 WP 002249309.1 MSASIQAFDPLTVPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKNVERVLVVTFTKAATAELKTRLRGRLDDVLQVLE 80
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLE 80
consensus !!!*! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!

logo SKEGIAEKLGDDTLSDGIAAYCAEHHEGDTFLPAELLEKQALQKEGSRTRL IVRLKAAIGQFDNAAIYTIHGFCQR I LRDYAFLC
NTDB id 1123929 EL297 RS06995 WP 002249309.1 SKGIAKLGDDTLSDGIAAYCAEHHEGDTFLPELLKQALQKEGRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
NTDB id 1132 OK783 RS01905 WP 010951035.1 SKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLC 160
consensus !! !! !!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QAPFDVELMTEEDGDRLL IVPAQDFWRERVSGNDPVLAALAFLKRKAVPQTVLAQIRSARYLSRPYLNFRRPQADLKQAQRDNAETS
NTDB id 1123929 EL297 RS06995 WP 002249309.1 QAPFDVEMTEEDGDRLLIPAQDFWRERVSNDPVLAALALKRKAVPQTVLAQISRYLSRPYLNFRRPQADLKQAQRNAETS 240
NTDB id 1132 OK783 RS01905 WP 010951035.1 QAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETS 240
consensus !!!!!!!*!!!!!!!!!*!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!

logo WQTI
VCRLLPELEAGFWR IHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCFLDKDTHDERLLKLASSDKLEAGLKKGKTPDAA

NTDB id 1123929 EL297 RS06995 WP 002249309.1 WQTICRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPFLDKDTHDRLLKLASDKLEAGLKKGKTPDAA 320
NTDB id 1132 OK783 RS01905 WP 010951035.1 WQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGKTPDAA 320
consensus !!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!! !!!!!!!!!!!!!!!!!

logo VFAELQKLADFGRDLNALEEAEEATTMIRLQLDL I EYLNRSSLAEMKKSRRERGFDDLLLDVHTALTDNPHADETLPARAVAEN
NTDB id 1123929 EL297 RS06995 WP 002249309.1 VFAELQKLADFGRDLNALEEAEEATMIRLQLDLIEYLNRSLAEMKKSRRERGFDDLLLDVHTALTDNPHADTLARAVAEN 400
NTDB id 1132 OK783 RS01905 WP 010951035.1 VFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAEN 400
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!

logo WE I
TAL IDEFQDTDPLQYE I FQKI F IAQRNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAAL IGS IG

NTDB id 1123929 EL297 RS06995 WP 002249309.1 WETALIDEFQDTDPLQYEIFQKIFIAQNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
NTDB id 1132 OK783 RS01905 WP 010951035.1 WEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIG 480
consensus !! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ALFRLKERPFVLENIGYSEVGAARAESRLSPEKRPAVQLVRWLHENDNEKANKDVLRRRAADYCADE IAHRALNEAASGRGRLNF
NTDB id 1123929 EL297 RS06995 WP 002249309.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPERPAVQVRWLHENDNEKANKDVLRRRAADYCADEIAHALNEAARGRLNF 560
NTDB id 1132 OK783 RS01905 WP 010951035.1 ALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNF 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!



logo KDGCRPLQSGDIAVLVRTHNEAVMI
VSAALKKRQVQSVLLSRESVFASPEAAALSAL IGFWLEPRRAGTLRFVLTSGS I FGYDNA

NTDB id 1123929 EL297 RS06995 WP 002249309.1 KGCPLQSGDIAVLVRTHNEAVMVSAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSSIFGYNA 640
NTDB id 1132 OK783 RS01905 WP 010951035.1 KDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDA 640
consensus ! *!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !

logo QQLHDFNQNESE I LHWAESARTALDI
NWNQKQYGI FAAMQQFSQTHGI ETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA

NTDB id 1123929 EL297 RS06995 WP 002249309.1 QQLHDFNQNESEILHWAESARTALDNWNQYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
NTDB id 1132 OK783 RS01905 WP 010951035.1 QQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAA 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHKWLRDQI SLAVGNNGGDNSRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQI LHQGANRATELLAKAQ
NTDB id 1123929 EL297 RS06995 WP 002249309.1 LHKWLRDQISLVGNNGGDSRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRTELLAKAQ 800
NTDB id 1132 OK783 RS01905 WP 010951035.1 LHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQ 800
consensus !!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo LSEDSEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSTDNTADNPLAYL I EGLSPQDSRETVRRATYACEKDGIATMLKRNW
NTDB id 1123929 EL297 RS06995 WP 002249309.1 LSEDEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSTNTADNPLAYLIEGSPQDSRETVRRAYACEKDGIAMLKRNW 880
NTDB id 1132 OK783 RS01905 WP 010951035.1 LSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEKDGITMLKRNW 880
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!! !!!!!!!!!! !!!!!!!! !!!!!!

logo RRVADNAPASGTDNFATFTEDNAPPPAAYRGSNADGQATAEFAANS IPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS
NTDB id 1123929 EL297 RS06995 WP 002249309.1 RRVADNAPSGTNFAFTENAPPPAAYRSNAGQTAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS 960
NTDB id 1132 OK783 RS01905 WP 010951035.1 RRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETS 960
consensus !!!!!!!! !! ! !!! !!!!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VPAMPSETPTASDGI S IHDFPKGTQAGLCLHE I LEDFKFGQAAAEGQETL IADKLKKYGFEE IWLPAVAEMAEACRKTPLT
NTDB id 1123929 EL297 RS06995 WP 002249309.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAGQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
NTDB id 1132 OK783 RS01905 WP 010951035.1 VPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLT 1040
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GAYDGLSDIPSPEGCRCRPEMGFTLHTEDFGSLKRLRDWFLARDDI
VRLPEVCRAAAETLDFHTVNGFLNGF IDMVCQDPDGNIC I

V I
NTDB id 1123929 EL297 RS06995 WP 002249309.1 GAYDLSDISPECRCPEMGFTLHTEDFSLKRLRDWFARDDVRLPEVCRAAAETLDFHTVNGFLNGFIDMVCQDPDGNICVI 1120
NTDB id 1132 OK783 RS01905 WP 010951035.1 GAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDMVCQDPDGNICII 1120
consensus !!! !!!!*! !!*!!!!!!!!!!!! !!!!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!



logo DYKSNHLGSADASAYTQRQAMDEAVATHHQHYYLQAL IYAVAAARYFKLRGQPPAAVSVRYLFLRGLTDGKGGGVWRWDIDAAAL
NTDB id 1123929 EL297 RS06995 WP 002249309.1 DYKSNHLGADASAYTQQAMDEAVTHHHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGTDGKGGGVWRWDIDAAAL 1200
NTDB id 1132 OK783 RS01905 WP 010951035.1 DYKSNHLS....AYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAAL 1196
consensus !!!!!!! ****!!! !!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!

logo EQIK
NTDB id 1123929 EL297 RS06995 WP 002249309.1 EQIK 1204
NTDB id 1132 OK783 RS01905 WP 010951035.1 EQIK 1200
consensus !!!!
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