
logo MPFVITKI STVQKKNNKTERFYNI FLDDGKQYARFSVDAEDEVLAVKRFYEQLKLKGKELDDELDI EIAE I LQAYEGDDE I
V
K
RKGFVNRTAI

L
D
HFLSYRMRSETKEV

NTDB id 271258 C3766 RS13920 WP 014097358.1 MPVITKISVQKNNKERYNIFLDGQYRFSVDEEVLARYQLLKGKELDELDIEAILAEDDIRKGVNTAIHFLSYRMRSEKEV 80
NTDB id 116 BSU 08520 NP 388733.1 MPFITKISTQKKNTERFNIFLDDKYAFSVDADVLVKFELKKGKELDDLDIIEIQYGDEVKKGFNRALDFLSYRMRSTKEV 80
consensus !! !!!!! !! ! !!*!!!!! ! !!!! *!! ** ! !!!!!!*!!! ! !***!! ! !**!!!!!!!! !!!

logo

E
RDDHL IKKKEFTASPEPVIARESVIHSKRLNYDELYKQYLDNDAQEFAAASFYVRSTHQKMKNTNTGHKGPDVVI

L
F
RRELQRAQKGIADDPDELTI

VKEKALES ISFDSAFDEDQQTVEREH
NTDB id 271258 C3766 RS13920 WP 014097358.1 RDDLIKKEFAPEVIRSVISKLYELQYLDDAEFAASFVRTQMNTTHKGPVVIRRELQQKGIAPELVKKALEIFDADQQVEH 160
NTDB id 116 BSU 08520 NP 388733.1 EDHLKKKETSPPVIAEVIHRLNDYKYLNDQEFAAAYVSTHKKTNGKGPDVLFRELRAKGIDDDTIKEALSSFSFEDQTRE 160
consensus !*! !!! !*!! !!**! * !! ! !!!! *! !* ! *!!! !* !!! !!! ** *! !! ! * ! *

logo ALVAKHLAVEKLLSKRKQDHAKKRLSETKELLKQKRAVEQLQGQLQVRVKGFYPSFPDEVI SAAMADAQI
L
E
H
I
YEKNDEDEATEKWEALLRLQHAEKAFKRKYGRRYDLGSGSYAESYARMQK

NTDB id 271258 C3766 RS13920 WP 014097358.1 ALALAEKLSRQHARLSEKLLKQKVEQGLVVKGYPPEVISAAMAALHIEKDEEAEWEALLQHAEKAKRKYGRLSGYAYRQK 240
NTDB id 116 BSU 08520 NP 388733.1 AVKHVEKLLKKDKKLSTKELKQRAQLQLQRKGFSFDVISAAMDQIEYENDEDTEKEALRLHAEKAFRKYRYDGSYESAMK 240
consensus !* * !!! * * *!! ! !!!* ! !!****!!!!!! ** ! !!* ! !!! !!!!! !!! ! !

logo

M
VKQFLFYRKGFPSLVDL IDEQRLYLQREEEDYGDGKKIQ

NTDB id 271258 C3766 RS13920 WP 014097358.1 MKQFLYRKGFPVDLIDRYLREEEDGDGKKIQ 271
NTDB id 116 BSU 08520 NP 388733.1 VKQFLFRKGFSLDLIEQLLQEEEY....... 264
consensus *!!!!*!!!!**!!!* ! !!! *******

X non conserved

X similar

X ≥ 50% conserved


