
logo MSAPS IQRAFDPLTAVP I SGTNL I EASAGTGKTYGIAALFTRL IVLEQKNSVERVLVVTFTKAATAELKTRLRAGRLDDVLQVLESKEGIA
NTDB id 47859 NMAA RS03755 WP 002246097.1 MSASIQAFDPLTVPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKNVERVLVVTFTKAATAELKTRLRGRLDDVLQVLESKGIA 85
NTDB id 1132 OK783 RS01905 WP 010951035.1 MSAPIRAFDPLTAPISGTNLIEASAGTGKTYGIAALFTRLIVLEQKSVERVLVVTFTKAATAELKTRLRARLDDVLQVLESKEIA 85
consensus !!!*! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!! !!

logo

E
KLGDDTLSDGIAAYCAEHHEGDTFLPAELLEKQALQKEGSRTRL IVRLKAAIGQFDNAAIYTIHGFCQR I LRDYAFLCQAPFDVELMTE

NTDB id 47859 NMAA RS03755 WP 002246097.1 KLGDDTLSDGIAAYCAEHHEGDTFLPELLKQALQKEGRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLCQAPFDVEMTE 170
NTDB id 1132 OK783 RS01905 WP 010951035.1 ELGDDTLSDGIAAYCAEHHEGDTFLPALLEQALQKESRTRLIVRLKAAIGQFDNAAIYTIHGFCQRILRDYAFLCQAPFDVELTE 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo EDGDRLL IVPAQDFWRERVSGNDPVLAALAFLKRKAVPQTVLAQIRSARYLSRPYLNFRRPQADLKQAQRDNAETSWQTI
VCRLLPELEAGF

NTDB id 47859 NMAA RS03755 WP 002246097.1 EDGDRLLIPAQDFWRERVSNDPVLAALALKRKAVPQTVLAQISRYLSRPYLNFRRPQADLKQAQRNAETSWQTICRLLPELEAGF 255
NTDB id 1132 OK783 RS01905 WP 010951035.1 EDGDRLLVPAQDFWRERVSGDPVLAALAFKRKAVPQTVLAQIRAYLSRPYLNFRRPQADLKQAQRDAETSWQTVCRLLPELEAGF 255
consensus !!!!!!!*!!!!!!!!!!! !!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!

logo WR IHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCFLDKDTHDERLLKLASSDKLEAGLKKGKTPDAAVFAELQKLADFGRDLNALEE
NTDB id 47859 NMAA RS03755 WP 002246097.1 WRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPFLDKDTHDRLLKLASDKLEAGLKKGKTPDAAVFAELQKLADFGRDLNALEE 340
NTDB id 1132 OK783 RS01905 WP 010951035.1 WRIHPDLNGNSYRKNSFGNLFKELAQKSAAGQLPCLDKDTHERLLKLSSDKLEAGLKKGKTPDAAVFAELQKLADFGRDLNALEE 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AEEATTMIRLQLDL I EYLNRSSLAEMKKSRRERGFDDLLLDVHTALTDNPHADETLPARAVAENWE I
TAL IDEFQDTDPLQYE I FQKI F I

NTDB id 47859 NMAA RS03755 WP 002246097.1 AEEATMIRLQLDLIEYLNRSLAEMKKSRRERGFDDLLLDVHTALTDNPHADTLARAVAENWETALIDEFQDTDPLQYEIFQKIFI 425
NTDB id 1132 OK783 RS01905 WP 010951035.1 AEETTMIRLQLDLIEYLNSSLAEMKKSRRERGFDDLLLDVHTALTDNPHAETPARAVAENWEIALIDEFQDTDPLQYEIFQKIFI 425
consensus !!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo AQRNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAAL IGS IGALFRLKERPFVLENIGYSEVGAARAESRLS
NTDB id 47859 NMAA RS03755 WP 002246097.1 AQNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIGALFRLKERPFVLENIGYSEVGAARAESRLS 510
NTDB id 1132 OK783 RS01905 WP 010951035.1 ARNRPLFLVGDPKQAIYSFRGADIYAYLQAAEDARHRYTLATNYRSHAALIGSIGALFRLKERPFVLENIGYSEVGAARAESRLS 510
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo PEKRPAVQLVRWLHENDNEKANKDVLRRRAADYCADE IAHRALNEAASGRGRLNFKDGCRPLQSGDIAVLVRTHNEAVMI
VSAALKKRQVQSV

NTDB id 47859 NMAA RS03755 WP 002246097.1 PERPAVQVRWLHENDNEKANKDVLRRRAADYCADEIAHALNEAARGRLNFKGCPLQSGDIAVLVRTHNEAVMVSAALKKRQVQSV 595
NTDB id 1132 OK783 RS01905 WP 010951035.1 PKRPAVQLRWLHENDNEKANKDVLRRRAADYCADEIARALNEASGGRLNFKDRPLQSGDIAVLVRTHNEAVMISAALKKRQVQSV 595
consensus ! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!! !!!!!! *!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!



logo LLSRESVFASPEAAALSAL IGFWLEPRRAGTLRFVLTSGS I FGYDNAQQLHDFNQNESE I LHWAESARTALDI
NWNQKQYGI FAAMQQFS

NTDB id 47859 NMAA RS03755 WP 002246097.1 LLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSSIFGYNAQQLHDFNQNESEILHWAESARTALDNWNQYGIFAAMQQFS 680
NTDB id 1132 OK783 RS01905 WP 010951035.1 LLSRESVFASPEAAALSALIGFWLEPRRAGTLRFVLTSGIFGYDAQQLHDFNQNESEILHWAESARTALDIWQKYGIFAAMQQFS 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!

logo QTHGI ETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQI SLAGNNGSGDNRAIRLESDEDLVKIVTMHASKGLQYP
NTDB id 47859 NMAA RS03755 WP 002246097.1 QTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQISLAGNNSGDNRAIRLESDEDLVKIVTMHASKGLQYP 765
NTDB id 1132 OK783 RS01905 WP 010951035.1 QTHGIETRLLSRNNGRSLTNYFQLLELLAAEDAQNRNPAALHKWLRDQISLAGNNGGDNRAIRLESDEDLVKIVTMHASKGLQYP 765
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LVYCPFAWDAQDTGPSDWQI LHQGSANRATELLAKAQLSEDSEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYL
NTDB id 47859 NMAA RS03755 WP 002246097.1 LVYCPFAWDAQDTGPSDWQILHQSANRTELLAKAQLSEDEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYL 850
NTDB id 1132 OK783 RS01905 WP 010951035.1 LVYCPFAWDAQDTGPSDWQILHQGANRAELLAKAQLSESEQKQYADEEMAERLRLLYVALTRAEEQLNIYAAYSSDTADNPLAYL 850
consensus !!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I EGLPQDSRETVRQRTYACQEKDGITMLKQRNWRRVADNAPAGTDFATFTEDNAPPPAAYRGSNADGQATAEFAANS IPERGRFRFVRHTSFTA
NTDB id 47859 NMAA RS03755 WP 002246097.1 IEGLPQDSRETVRQTYAQEKDGITMLKQNWRRVADNAPAGTDFAFTENAPPPAAYRSNAGQTAEFAANSIPERRFRFVRHTSFTA 935
NTDB id 1132 OK783 RS01905 WP 010951035.1 IEGLPQDSRETVRRTYACEKDGITMLKRNWRRVADNAPAGTDFTFTEDAPPPAAYRGNADQAAEFAANSIPERGFRFVRHTSFTA 935
consensus !!!!!!!!!!!!! !!!*!!!!!!!!! !!!!!!!!!!!!!!! !!! !!!!!!!! !! ! !!!!!!!!!!! !!!!!!!!!!!

logo LSRHTQTPDGGEEDACPSLDAAETSVAPAMPSETPTASDGI S IHDFPKGTQAGLCLHE I LEDFKFGQAAAEGQETL IADKLKKYGFE
NTDB id 47859 NMAA RS03755 WP 002246097.1 LSRHTQTPDGGEEDACPSLDAAETSVAAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAGQETLIADKLKKYGFE 1020
NTDB id 1132 OK783 RS01905 WP 010951035.1 LSRHTQTPDGGEEDACPSLDAAETSVPAMPSETPTASDGISIHDFPKGTQAGLCLHEILEDFKFGQAAAEQETLIADKLKKYGFE 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo E I
MWLPAVAEMAEACQRKTPLTGAYCGLSDIPPEGCRCRPEMGFTLHTEDFGLKRLRDWFLARDDIRLPEVCRAAAETLDFHTVNGFLNGF

NTDB id 47859 NMAA RS03755 WP 002246097.1 EMWLPAVAEMAEACQKTPLTGAYCLSDIPPECRCPEMGFTLHTEDFGLKRLRDWFARDDIRLPEVCRAAAETLDFHTVNGFLNGF 1105
NTDB id 1132 OK783 RS01905 WP 010951035.1 EIWLPAVAEMAEACRKTPLTGAYGLSDIPPGCRRPEMGFTLHTEDFGLKRLRDWLARDDIRLPEVCRAAAETLDFHTVNGFLNGF 1105
consensus !*!!!!!!!!!!!! !!!!!!!!*!!!!!! !!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IDMVCQDPDEGNIC I
V IDYKSNHLGADASAYTRQAMDEAVAHHQHYYLQAL IYAVAASARYFKLRGQPPAAVSVRYLFLRGI

LDGKGGGV
NTDB id 47859 NMAA RS03755 WP 002246097.1 IDMVCQDPEGNICVIDYKSNHLGADASAYTRQAMDEAVAHHHYYLQALIYAVASARYFKLRGQPPAAVSVRYLFLRGIDGKGGGV 1190
NTDB id 1132 OK783 RS01905 WP 010951035.1 IDMVCQDPDGNICIIDYKSNHL....SAYTRQAMDEAVAHQHYYLQALIYAVAAARYFKLRGQPPAAVSVRYLFLRGLDGKGGGV 1186
consensus !!!!!!!!*!!!!*!!!!!!!!****!!!!!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!



logo WHRWDIDAAALEQIK
NTDB id 47859 NMAA RS03755 WP 002246097.1 WHWDIDAAALEQIK 1204
NTDB id 1132 OK783 RS01905 WP 010951035.1 WRWDIDAAALEQIK 1200
consensus !*!!!!!!!!!!!!
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