
logo

MPGKTATL
MPDQVDIMAKPS

M

I
T
A
E
V
L
T

S
T
K
K
L
N

A
E
P
QRLVI ESDTALKRTLVDSTPTDVDADTQKKNDS IKML ILRVAERKEAAQAALIQVASQNGMTVQSDNTSVLINSTADQSF IMVVLASNNSAI

A
L
M
I
S

P
Q
E
V
K
RAEQAKKSEQI

V
L
V
I
D
E
A
N
Q
R

A
Q
E
H

E
Q
R
A
R
M
R
L
V

E
I
V
Y
KLTNSNQEERAQDSTAWEKSTVMRL IMLVNMDQE I

L
A
I
L

AT165 WP 000246253.1 NC 002506:c326656-326384 ............MATTLPRITARVDVDTQDLLAKAAALAGMSSINSFVLNAAIEKAKQVIEREQALKLSQADAVLLMEAL 68
AT176 WP 000246253.1 NC 002506:c422553-422281 ............MATTLPRITARVDVDTQDLLAKAAALAGMSSINSFVLNAAIEKAKQVIEREQALKLSQADAVLLMEAL 68
AT4502 157159952 NC 009800:c512694-512383 MPGKTATLPDVDKTLKNARVELKTSPDAKNKLREAAQAVG.VDLSAFILSAAMERAESVLDNQRRRELSNQSWELMNQLI 79
AT10120 YP 005224888.1 NC 016845:624695-624961 ...........MPALKKQRIDLRLTDDDKSIIEEAAAISN.QTITQFVVASASERAAEVIEQHRRMVLNEQSWSLVMEAI 68
AT200 WP 001277108.1 NC 002655:c4384873-4384607 ...........MSAVKKQRIDLRLTDDDKSMIEEAAAISN.QSVSQFMLNSASQRAAEVIEQHRRVILNEESWTRVMDAL 68
AT10052 SUI00083.1 UFRD01000002:c4600708-4600427 .......MP.QIAIESNERLSLRVSTDAKKLIVRAAAIQQ.TNLTDFVVSNILPVAQKIVDAAERVYLTERDTKMIMEIL 71
consensus * !* **** ! * ** !!** *** !** ****! *** ** !* ******
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AT165 WP 000246253.1 NC 002506:c326656-326384 DNPAVVNAKLKLASERYESKTQ.. 90
AT176 WP 000246253.1 NC 002506:c422553-422281 DNPAVVNAKLKLASERYESKTQ.. 90
AT4502 157159952 NC 009800:c512694-512383 AEPAQPTLALKALMKRKNSDGRQA 103
AT10120 YP 005224888.1 NC 016845:624695-624961 TQPPAPNDRLKRAAKRLQTR.... 88
AT200 WP 001277108.1 NC 002655:c4384873-4384607 SNPPSPGEKLKRAAKRLQGM.... 88
AT10052 SUI00083.1 UFRD01000002:c4600708-4600427 DNPPAPNEKLLAAAFALPDMKK.. 93
consensus *! ** *!* * * *

X non conserved

X similar

X ≥ 50% conserved


