
logo MKI F IHLPTWLGDATVMASPALYGTI
V
K
Y
E
HHFKDNAEQF I LYGSFVSTALFKEFPNASKI I IVENKKLSRYKQATLSLRKEKLGKIDLASFLAS

NTDB id 278570 DSM104627 RS03115 WP 002844797.1 MKIFIHLPTWLGDAVMASPALYGVYHHFKNAEFILYGSFVSTALFKEFPNAKIIVENKKSRYKQTLSLRKKLGKIDLALS 80
NTDB id 1241 Cj1148 YP 002344539.1 MKIFIHLPTWLGDTVMASPALYTIKEHFKDAQFILYGSFVSTALFKEFPNSKIIIENKLSRYKQALSLRKELGKIDLSFA 80
consensus !!!!!!!!!!!!! !!!!!!!! * *!!! ! !!!!!!!!!!!!!!!!!! !!!*!!! !!!!! !!!!! !!!!!!

logo FRSAFLSSKI I LHI LKATKKQRYFFDNKNYKNFYKEEHQVLKYLYF I ENSLDS IKAHFSKDLKLPFKRLKFQNP I
L
I
VLKRNGKKI LGLNPGA

NTDB id 278570 DSM104627 RS03115 WP 002844797.1 FRSALSSKIILHILKAKKRYFFNKYNFKEEHQVLKYLYFIENSLDIKAHSKDLKLPFRLKFQNPIVLKNGKKILGLNPGA 160
NTDB id 1241 Cj1148 YP 002344539.1 FRSAFSSKIILHILKTKQRYFFDKNKYKEEHQVLKYLYFIENSLSIKAHFKDLKLPFKLKFQNPLILRNGKKILGLNPGA 160
consensus !!!! !!!!!!!!!! ! !!!! ! *!!!!!!!!!!!!!!!!! !!!! !!!!!!!*!!!!!!**!*!!!!!!!!!!!!

logo SFGSAKRWDASYFAKQVALNFSKQSTHDE I L I FGAGKAEQELCDNE I FYHQI LKEKQNI
VKVKNLCNKTTIKMTLCQNIAI FCDI

LF ITNDS
NTDB id 278570 DSM104627 RS03115 WP 002844797.1 SFGSAKRWDASYFAQVALNFSKTHEILIFGAGKAEQELCDEIFHILKEKNVKVKNLCNKTTIKMLCQNIIFCDIFITNDS 240
NTDB id 1241 Cj1148 YP 002344539.1 SFGSAKRWDASYFAKVALNFSQSHDILIFGAGKAEQELCNEIYQILKEQNIKVKNLCNKTTIKTLCQNIAFCDLFITNDS 240
consensus !!!!!!!!!!!!!! !!!!!! *!*!!!!!!!!!!!!!! !!**!!!! !*!!!!!!!!!!!! !!!!! !!!*!!!!!!

logo GPMHI
L
A
SAAVYKTVKTI

VAI FGPTKFTQTSPWQNEQNAKLVHLDNLACMPCMQKTCPLKHHKQCMKDLKPEKI
V
I
LEAQAIKRNFLLTKNSHL

NTDB id 278570 DSM104627 RS03115 WP 002844797.1 GPMHIAAAYKTKTIAIFGPTKFTQTSPWQNQNAKLVHLNLACMPCMQKTCPLKHHQCMKDLKPEKILEAIRNFT..... 314
NTDB id 1241 Cj1148 YP 002344539.1 GPMHLSAVYKVKTVAIFGPTKFTQTSPWQNENAKLVHLDLACMPCMQKTCPLKHHKCMKDLKPEKVIEQAKNLLKNSHL 319
consensus !!!!* ! !! !!*!!!!!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!! !!!!!!!!!**! *! *****

X non conserved

X similar

X ≥ 50% conserved


