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NTDB id 310531 D0T90 RS10310 WP 123795332.1 MTPTPVSDLNHSAAFATTVFLSRFAPEEAKIVQPYIEQLFGALQNGHSFIRLNDAQAAELQQAGKIVGGSGNTPLVLQGR 80
NTDB id 1134 OK783 RS03985 WP 010358120.1 .MELQTDEFAQAAARAAIRFLERYAGSGNEVLANCTERLFQALQNGHSFIRLSGDEADALSALAPVV.GTSAAPLILEGR 78
consensus * * * * * !! ! !! !*!* ** ** ! !! !!!!!!!!!!! ! ! ***!*!* !!*! !!

logo RLFLGRLMWQLEHYDLAAKE IKRLAATAEGTESAPVDAWALGQAARQNLADKWFGQGSAGSENGQRDAAALALLQFPFML
VITGGPGTGKTTTVAKL

NTDB id 310531 D0T90 RS10310 WP 123795332.1 RLFLGRLWQLEHDLAKEIKRLATAETEAVDWLQAAQNLADWFGSAGSNGQRDAAALALLQPFMLITGGPGTGKTTTVAKL 160
NTDB id 1134 OK783 RS03985 WP 010358120.1 RLFLGRMWQLEYDLAAEIKRLAAAGTSAPDAAGARQNLAKWFQGAGSEGQRDAAALALLQFFMVITGGPGTGKTTTVAKL 158
consensus !!!!!!*!!!!*!!! !!!!!! ! ! !*! ! !!!! !! !!! !!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!
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NTDB id 310531 D0T90 RS10310 WP 123795332.1 LGLICANSRSSLPRISLAAPTGKAAAHMAKALHRALDGFALADGIKRHLQQLEGQTVHRLLKLRPPQMLPAFDKHSPLPL 240
NTDB id 1134 OK783 RS03985 WP 010358120.1 LALICGEN.ENLPHIALAAPTGKAAAHMARALHRSINGFDAPEAVRRHLLKLEGQTVHRLLKLSPPKMQAAFDHIRPLPF 237
consensus !*!!!* * !!*! !!!!!!!!!!!!!*!!!! * !! *****!!! !!!!!!!!!!!! !! ! *!!!** !!!
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VLDGEKTHQERLASGFYLPEQHGFSTVSAEDNAPP

NTDB id 310531 D0T90 RS10310 WP 123795332.1 DILVVDEASMLDISLLLQLLRALPDGCRVIFLGDPYQLPSVGVGAVLSALVQPTILDGKTHQELSGYLPQHGFTVSEDAP 320
NTDB id 1134 OK783 RS03985 WP 010358120.1 DVLIVDEASMLDTALMLQLLKAVKTGARVILLGDENQLPSVGIGAVLSVLSQKTVLDGETHQRLAGFLPEHGFSVSANPP 317
consensus !*!*!!!!!!!! !*!!!!*!** !*!!! !!!* !!!!!!*!!!!! ! !*!*!!! !!! ! !*!! !!!*!! *!
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NTDB id 310531 D0T90 RS10310 WP 123795332.1 PLSKNTAHLSVSHRFGADSGIGCLARAVLAGEAEEAWAQFARFPDDLELGSGTFGQQAVKLYGLHEAYWQAVDKGDVALA 400
NTDB id 1134 OK783 RS03985 WP 010358120.1 VLAQNTAHLSFSHRFGDNSGIGCLARAAVSGD.EGAWALFDRFPDELEHSECSPNARVERLYRAHKAYWQAVKDGNIEAA 396
consensus *! !!!!!! !!!!! !!!!!!!!! * !**! !!! ! !!!!*!!* *** *!! ! !!!!!! ! * !

logo YAGGHAIASDI
VVVLATAWRQDAEADFNEQAYCTDSYLVRRKQAMNRAINPEGHVLAPYFAGEQI

P IMIRSQRNDYATLDELFNGDIGL IMEPDSAVGKQRQDGSTLAAYFAP
NTDB id 310531 D0T90 RS10310 WP 123795332.1 YGHAADVVVLTAWRQDAEAFNQAYTDYLRRQARANGVLPYFAGQIIMISRNDYTLDLFNGDIGLIMPSAKQQDTLAAYFP 480
NTDB id 1134 OK783 RS03985 WP 010358120.1 YAGISDIVVLAAWRQDAEDFNEAYCSYVRRKMNIPEHLAYFAGEPIMIRQNDYALELFNGDIGLIMEDVGRQGSLAAYFA 476
consensus !** !*!!! !!!!!!! !! !!* !*!! * *!*!!!! *!!! !!! !*!!!!!!!!!!* ! *!!!!!*
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VSCRLPEFEPTAFAMTVHKSQGSEYREVWLLPPSDVAPPQNTESDEAEEGDGDALASGLNSKNAELLYTAGITRARENKRFVFFWGGKQ
NTDB id 310531 D0T90 RS10310 WP 123795332.1 IADGFKEVAISRLPEFETAFAMTVHKSQGSEYREVWLLPPSVPQNTESEAEGDALAGLNNALLYTGITRARNRFVFWGGQ 560
NTDB id 1134 OK783 RS03985 WP 010358120.1 DADGFKKVAVSCLPEFEPAFAMTVHKSQGSEYREVWLLPPSDAP...SDEGDDALSGLSKELLYTAITRAREKFVFFGGK 553
consensus !!!!! !!*!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!! *****!* !!! !! !!!!*!!!!! *!!!*!!
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NTDB id 310531 D0T90 RS10310 WP 123795332.1 SELVAAVHTRKKRQTALKEMLEAVFRED 588
NTDB id 1134 OK783 RS03985 WP 010358120.1 KTFCQAVNTVKVRQTALGSMLERVFSQE 581
consensus * !!*! ! !!!!! !!! !! *

X non conserved

X similar

X ≥ 50% conserved


