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TRF ILENRFYAGPDSGVANEGVALASNPCFTVEVQRLFNQALQNGHSF IVR I
LSDGDGDEAADALRSARCLAGGPLVVGGTASAGASPL IVLAEGNRRL

NTDB id 237866 BG910 RS11815 WP 089037267.1 .MQDPEHFYLSPAAAATRFIENFAPDVAGVASPFVVQLFNALQNGHSFVRISDGDAAALRRCGGLVGGAGSPLVLAGNRL 79
NTDB id 1134 OK783 RS03985 WP 010358120.1 MELQTDEFAQAAARAAIRFLERYAGSGNEVLANCTERLFQALQNGHSFIRLSGDEADALSALAPVVGTSAAPLILEGRRL 80
consensus * ***! *! !! !!*! *!* ! ** !!*!!!!!!!!*!*! *! !! ****!! * !!*! ! !!

logo FLGRLMWQLEQYDLAAE IKRLAAEAGPATPSAEPVDAWAMGQATARQNLAQKNWFAQDGAKGSEGQRDAAALAL ILKQFPFML
VITGGPGTGKTTTVAKLLAG

NTDB id 237866 BG910 RS11815 WP 089037267.1 FLGRLWQLEQDLAAEIKRLAEAPAPEVDWMQTAQNLQNWFADKGSEGQRDAAALALIKPFMLITGGPGTGKTTTVAKLLG 159
NTDB id 1134 OK783 RS03985 WP 010358120.1 FLGRMWQLEYDLAAEIKRLAAAGTSAPDAAGARQNLAKWFQGAGSEGQRDAAALALLQFFMVITGGPGTGKTTTVAKLLA 160
consensus !!!!*!!!! !!!!!!!!!! !* * *! !!! !! !!!!!!!!!!!!!* *!!*!!!!!!!!!!!!!!!!!*

logo L IVCAGENNSAEKNLPHR IALAAPTGKAAAHMARALHQRAS ILENGKFDEAMPESAETVKRRTHLALAKLEGKQTVHRLLKLRSPPKQMQRAPAFDAHI
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NTDB id 237866 BG910 RS11815 WP 089037267.1 LVCANSAKLPRIALAAPTGKAAAHMARALHQALEKFEMPSETKTHLAALEGKTVHRLLKLRPPQMRPAFDAQNPLPLDML 239
NTDB id 1134 OK783 RS03985 WP 010358120.1 LICGENENLPHIALAAPTGKAAAHMARALHRSINGFDAPEAVRRHLLKLEGQTVHRLLKLSPPKMQAAFDHIRPLPFDVL 240
consensus !*!* !!*!!!!!!!!!!!!!!!!!!! * !* ! * !! !!! !!!!!!!! !! ! *!!!* !!! !*!

logo

I
VVDEASMLDTVASLLMLDQLLKRAVKPTGACRLVI

V
F
LLGDEPFNQLPSVGI

VGAVLASAVLASQREKTVLDAGETDHQRRLAREGFYLPEHGFQSTVASAGHNPPAVLA
NTDB id 237866 BG910 RS11815 WP 089037267.1 VVDEASMLDVSLLLDLLRAVPTGCRLVFLGDPFQLPSVGVGAVLAALARETVLDAETDRRLREYLPEHGFQTAGHPPALA 319
NTDB id 1134 OK783 RS03985 WP 010358120.1 IVDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPPVLA 320
consensus *!!!!!!!! !*! !!*!!*!!*!** !!!* !!!!!!*!!!! ! !!!!*!!* !! *!!!!!! **!! !!

logo QNTAAHLSTFVSHRFGADDNSGIGCLARAAVVASGDQSEEGAWALQFDKRFPDEEHLAEHVMSAECGSTPKNAQQRAVAELRLYRAKHAKAYWQRAVDKADGDNI
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NTDB id 237866 BG910 RS11815 WP 089037267.1 QNTAALTVSHRFGADSGIGCLARAVVAGQSEEAWAQFDKFPEHLAVMAGTPKQQAALLYRKHAAYWRAVDAGDVQTAFKH 399
NTDB id 1134 OK783 RS03985 WP 010358120.1 QNTAHLSFSHRFGDNSGIGCLARAAVSGD.EGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAAYAG 399
consensus !!!!*!* !!!!! !!!!!!!!! ! ! *! !!! !!*!!**! * **! !!! ! !!! !! ! * !* *
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NTDB id 237866 BG910 RS11815 WP 089037267.1 AADVVVLAAWRKDAAAFNEAYLNRLMLEKRARADVPWYAGQMLMVTRNDYGLDLFNGDIGLMMPNADSD.GLAAYFKVSD 478
NTDB id 1134 OK783 RS03985 WP 010358120.1 ISDIVVLAAWRQDAEDFNEAYCSYVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGRQGSLAAYFADAD 479
consensus !*!!!!!!! !! !!!!!* * * *****!! **!* !!!*!*!!!!!!!!*!* * !!!!! !

logo GFLKKI
V
A
PVSCRLPEPFYEPAFAMTVHKSQGSEYGREVWLLPPSDGAGAPPAADSDTDEEGDDAVLSGLNSKNAELLYTAITRAREKFVFFWGGKKNETFW

NTDB id 237866 BG910 RS11815 WP 089037267.1 GLKKIPVSRLPPYEPAFAMTVHKSQGSEYGEVWLLPPSGGAPAADTDEDDVLSGLNNALLYTAITRAREKFVFWGGKNEW 558
NTDB id 1134 OK783 RS03985 WP 010358120.1 GFKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSDAP...SDEGDDALSGLSKELLYTAITRAREKFVFFGGKKTF 556
consensus ! !!**!!*!!**!!!!!!!!!!!!!!!! !!!!!!!! ***** * !! !!!! !!!!!!!!!!!!!!!*!!! *
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NTDB id 237866 BG910 RS11815 WP 089037267.1 TAAVETRKKRQTALADMIGDCFKGN 583
NTDB id 1134 OK783 RS03985 WP 010358120.1 CQAVNTVKVRQTALGSMLERVFSQE 581
consensus * !! ! ! !!!!!* !* *!

X non conserved

X similar

X ≥ 50% conserved


