
logo MSAP IQRAFDPLTAVP IASGTNL I EASAGTGKTYGIAALFTRL IVLEQKNSVERVLVVTFTKAATAELKTRLRARLDDV
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 MSAPIQAFDPLTVPIAGTNLIEASAGTGKTYGIAALFTRLIVLEQKNVERVLVVTFTKAATAELKTRLRARLDDV 75
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDV 75
consensus !!!!! !!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LQVLESKE IAEKLGDDTLSDGIAAYCAEHHEKGDTFLPALLEKQALQKEGSRTRL IVRLKAAIGQFDNAAIYTIHGFCQ
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 LQVLESKEIAKLGDDTLSDGIAAYCAEHHKGDTFLPALLKQALQKEGRTRLIVRLKAAIGQFDNAAIYTIHGFCQ 150
NTDB id 1132 OK783 RS01905 WP 010951035.1 LQVLESKEIAELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQ 150
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo R I LRDYAFLCQAPFDVELTEEDGDRLL IVPAQDFWRERVSGNDPVLAALAFKRKAVPQTVLAQIRSARYLSRPYLNFRR
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 RILRDYAFLCQAPFDVELTEEDGDRLLIPAQDFWRERVSNDPVLAALAFKRKAVPQTVLAQISRYLSRPYLNFRR 225
NTDB id 1132 OK783 RS01905 WP 010951035.1 RILRDYAFLCQAPFDVELTEEDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRR 225
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!

logo PQADLKQAQRDNAETSWQTI
VCRLLPELEAGFWR IHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCFLDKDTHDERLL

NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 PQADLKQAQRNAETSWQTICRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPFLDKDTHDRLL 300
NTDB id 1132 OK783 RS01905 WP 010951035.1 PQADLKQAQRDAETSWQTVCRLLPELEAGFWRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLL 300
consensus !!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!

logo KLASSDKLEAAGLKKGKTPDAAAVFAELQKLADFGRDLNALEEAEEATTMIRLQLDL I EGYLNRSSLAEMKKSRRERGFDD
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 KLASDKLEAALKKGKTPDAAAFAELQKLADFGRDLNALEEAEEATMIRLQLDLIGYLNRSLAEMKKSRRERGFDD 375
NTDB id 1132 OK783 RS01905 WP 010951035.1 KLSSDKLEAGLKKGKTPDAAVFAELQKLADFGRDLNALEEAEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDD 375
consensus !! !!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !!! !!!!!!!!!!!!!!!!

logo LLLDVHTALTDNPHAETLPARAVAENWE I
TAL IDEFQDTDPLQYE I FQKI F IAQRNRPLFLVGDPKQAIYSFRGADIY

NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 LLLDVHTALTDNPHAETLARAVAENWETALIDEFQDTDPLQYEIFQKIFIAQNRPLFLVGDPKQAIYSFRGADIY 450
NTDB id 1132 OK783 RS01905 WP 010951035.1 LLLDVHTALTDNPHAETPARAVAENWEIALIDEFQDTDPLQYEIFQKIFIARNRPLFLVGDPKQAIYSFRGADIY 450
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo AYLQAAEGDARHRYTLATNYRSHAAL IGS IGALFRLKERPFVLENIGYSEVGAARAESRLSPEKRPAVQLVRWLHEND
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 AYLQAAGDARHRYTLATNYRSHAALIGSIGALFRLKERPFVLENIGYSEVGAARAESRLSPERPAVQVRWLHEND 525
NTDB id 1132 OK783 RS01905 WP 010951035.1 AYLQAAEDARHRYTLATNYRSHAALIGSIGALFRLKERPFVLENIGYSEVGAARAESRLSPKRPAVQLRWLHEND 525
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!



logo NEKANKDVLRRRAADYCADE IAHRALNEAASGGRLNFKDGCRPLQSGDIAVLVRTHNEAVMI
VSAALKKRQVQSVLLSRE

NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 NEKANKDVLRRRAADYCADEIAHALNEAAGGRLNFKGCPLQSGDIAVLVRTHNEAVMVSAALKKRQVQSVLLSRE 600
NTDB id 1132 OK783 RS01905 WP 010951035.1 NEKANKDVLRRRAADYCADEIARALNEASGGRLNFKDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSVLLSRE 600
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!!! *!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!

logo SVFASPEAAALSAL IGFWLEPRRAGTLRFVLTSGI FGYDAQQLHDFNQNESE I LHWAESARTALDI
NWNQKQYGI FAA

NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 SVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDAQQLHDFNQNESEILHWAESARTALDNWNQYGIFAA 675
NTDB id 1132 OK783 RS01905 WP 010951035.1 SVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDAQQLHDFNQNESEILHWAESARTALDIWQKYGIFAA 675
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!

logo MQQFSQTHGI ETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQI SLAGNNGSGDNRAIRLESDEDL
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 MQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQISLAGNNSGDNRAIRLESDEDL 750
NTDB id 1132 OK783 RS01905 WP 010951035.1 MQQFSQTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQISLAGNNGGDNRAIRLESDEDL 750
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!

logo VKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQI LHQGSANRATELLAKAQLSEDSEQKQYADEEMAERLRLLYVAL
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 VKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQSANRTELLAKAQLSEDEQKQYADEEMAERLRLLYVAL 825
NTDB id 1132 OK783 RS01905 WP 010951035.1 VKIVTMHASKGLQYPLVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQLSESEQKQYADEEMAERLRLLYVAL 825
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TRAEEQLNIYAAYSSTDNTADNPLAYL I EGLSPQDSRETVRRATYACEKDGIATMLKRNWRRVADNAPASGTDNFATFTEDNAP
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 TRAEEQLNIYAAYSTNTADNPLAYLIEGSPQDSRETVRRAYACEKDGIAMLKRNWRRVADNAPSGTNFAFTENAP 900
NTDB id 1132 OK783 RS01905 WP 010951035.1 TRAEEQLNIYAAYSSDTADNPLAYLIEGLPQDSRETVRRTYACEKDGITMLKRNWRRVADNAPAGTDFTFTEDAP 900
consensus !!!!!!!!!!!!!!* !!!!!!!!!!!! !!!!!!!!!! !!!!!!!! !!!!!!!!!!!!!! !! ! !!! !!

logo PPAAYRGSNADGQATAEFAANS IPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETSVPAMPSETPTASDGI
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 PPAAYRSNAGQTAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETSVPAMPSETPTASDGI 975
NTDB id 1132 OK783 RS01905 WP 010951035.1 PPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTALSRHTQTPDGGEEDACPSLDAAETSVPAMPSETPTASDGI 975
consensus !!!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo S IHDFPKGTQAGLCLHE I LEDFKFGQAAAEGQETL IADKLKKYGFEE IWLPAVAEMAEACRKTPLTGAYDGLSDIPSP
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 SIHDFPKGTQAGLCLHEILEDFKFGQAAAGQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLTGAYDLSDISP 1050
NTDB id 1132 OK783 RS01905 WP 010951035.1 SIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFEEIWLPAVAEMAEACRKTPLTGAYGLSDIPP 1050
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!



logo

E
GCRCRPEMGFTLHTEDFGSLKRLRDWFLARDDIRLPEVCRAAAETLDFHTVNGFLNGF IVDMVCQDPDGNIC I

V IDYKSN
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 ECRCPEMGFTLHTEDFSLKRLRDWFARDDIRLPEVCRAAAETLDFHTVNGFLNGFVDMVCQDPDGNICVIDYKSN 1125
NTDB id 1132 OK783 RS01905 WP 010951035.1 GCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGFIDMVCQDPDGNICIIDYKSN 1125
consensus !!*!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!

logo HLGTDASAYTQRQAMDEAVAHHQHYYLQAL IYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAAL
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 HLGTDASAYTQQAMDEAVAHHHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAAL 1200
NTDB id 1132 OK783 RS01905 WP 010951035.1 HL....SAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGVWRWDIDAAAL 1196
consensus !!****!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EQIK
NTDB id 47964 NMBM01240149 RS07430 WP 014581153.1 EQIK 1204
NTDB id 1132 OK783 RS01905 WP 010951035.1 EQIK 1200
consensus !!!!
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