
logo

MSCSTNLKKTAASKR
M
A
K
M
S

E
G
Q
S
M

L
M
N
T
I
P
R
V
K
Q
M
R
L
Y
A
D
S
K
T

A
L
V
I
D
R
T
N
V
K
E

F
L
Q
R
P
T
Y
K
S
T
S
G
P
R
T
K
D
K
R
S
T
Q

Y
F
D
I
L
Q
R
S
K
R
K
Q
S
D
W
Y
V
L
F
D
E
N
K
H
I
L
R
K
H
V
A
I
L
N
R
T
A
I
L
V
S

N
L
Q
R
K
M
Q
R
S
N
K

P
H
R
G
I
F
H
K
L
R
W

I
S
Y
K
K
T
P
D
A
D
E
K
L
I
M
E
G
I
T
D
K
S
N

D
I
R
V
E
L
K

F
V
L
A
E
F
G
N
T
Y
K
A
N
S
E
K
Q
Y
T

I
L
A
V
I
M
V
A
E
G
D
L
S
T
N

C
I
N
K
T
L
M
L
C
K
R
S
I
A
Q

K
M
Q
T
E
A
N
R
D
E
K
N
G
Q

A
K
Q
S
D
E
T
G

A
E
K
R
T
V
L
N
P
H

AELP
V
K
L
A
D
G
Q
E
S
P
L

E
L
Q
D
K
P
A
A
E
Q
R
V
S
K
F
W
N
L
Y
C
L
Q
V
A
R
K
H
N
DHDEPALQTSKSSSGGKRDESNAMYLHWI

R
T
V
A
S
K
D
P
G
I
L
H
Y
F
E

T1038 NP 414760.1 NC 000913:c246239-245961 ................MIQRDIEYSGQYSKDV.KLAQKRHKDMNKLKYLMTLLINNTL..PLPAVYKDHPLQ..GSWKGY 59
T6290 WP 000615983.1 NZ CP009273:c242726-242448 ................MIQRDIEYSGQYSKDV.KLAQKRHKDMNKLKYLMTLLINNTL..PLPAVYKDHPLQ..GSWKGY 59
T10190 WP 176704754.1 NZ KY498026:c2572-2228 MSCSTNLKKTAASKRASLPRAADYTKSFIKDWERLSRSGRYDMNRLKEAMLLLIANDA..PLGAEWLDHPLK..GDWAGH 76
T166 WP 000277238.1 NC 002506:c328287-328018 ..................MYKLEYSTQFKKDFKKITKMPISDIIEVGNVISKLQRGEK...LEPKNVDHPLT..GNWVGF 57
T6286 WP 014517465.1 NC 017284:30649-30924 ...............MQNKYSVTFSKRFKKDFKKINNN...DKKILKKIVNKLANDEV...LEEKYKDHALK..GNYIGF 57
T10088 WP 000921941.1 NC 011498:475560-475841 ..................MLKVRTKKDFLKDFNKHILSGRITESDVTSVVDCLKEQKP...LQQKYCDHALS..GNLKGL 57
T28 WP 000916169.1 NC 000915:c946611-946345 ..................VLKLNLKKSFQKDFDKLLLNGF.DDSVLNEVILTLRKKEP...LDPQFQDHALK..GKWKPF 56
T6127 WP 000955518.1 NC 000915:c945963-945691 ..................MLTIETSKKFDKDLKILVKNGF.DLKLLYKVVGNLATEQP...LAPKYKDHPLK..GGLKDF 56
T10111 QIP66200.1 MK544944:263-565 ..................MYSLVPTPTFKRDLKRLSKKHW.PMDELKTAVNLLAAGTNAELLSKKYADHALSSSSEWKGY 61
T10112 QIP66198.1 MK544943:263-565 ..................MYSLVPTPTFKRDLKRLSKKHW.PMDELKTAVNLLAAGTNAELLSKKYADHALSSSSEWKGY 61
T10108 QIP66206.1 MK544947:301-486 ....................................................MQRQAH..VKLASLHDHALK..GAHSGE 24
T10109 QIP66204.1 MK544946:257-544 .................MMLTINRTRTFKRQFKHLLRQGK.DMTKLATAIDTLQRQDR..VKLASLHDHALK..GAHSGE 58
T6139 WP 005691636.1 NC 013199:c513094-512909 ....................................................MQRQGH..VKLASLHDHALK..GAHSGE 24
T6144 WP 005691636.1 NC 017491:c513270-513085 ....................................................MQRQGH..VKLASLHDHALK..GAHSGE 24
T6239 WP 005691636.1 NC 017491:c513270-513085 ....................................................MQRQGH..VKLASLHDHALK..GAHSGE 24
T10110 QIP66208.1 MK544948:301-486 ....................................................MQRQGH..VKLASLHDHALK..GAHSGE 24
T665 WP 002262889.1 NC 004350:850213-850491 ..................MLKIKQTRQFKKSLKKVVKQGK.DINKLFAIVELLCQKSE...LPLALRNHELK..GRWRGI 56
T6256 WP 012576472.1 NC 011593:c15445-15155 ..............MSGIRYTVKTTSRFRKDFKLARRRGL.DAGLFKQVVSILSEGGT...LPDRYHDHALT..GNMTGF 60
T10095 WP 002596328.1 NC 013316:c2055913-2055623 ..............MKETKYTVKYTTSFKKDYKRAIKRGL.KIELLEQVVALLAMGEP...LPDKNRDHDLS..GDWAGH 60
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T1038 NP 414760.1 NC 000913:c246239-245961 RDAHVE...PDWILIYKLTD....KLLRFERTGTHAALFG.. 92
T6290 WP 000615983.1 NZ CP009273:c242726-242448 RDAHVE...PDWILIYKLTD....KLLRFERTGTHAALFG.. 92
T10190 WP 176704754.1 NZ KY498026:c2572-2228 RECHVG...GDFLLAYKTDDSGKTGLIIFVRTGTHAELFNE. 114
T166 WP 000277238.1 NC 002506:c328287-328018 RDCHIK...PDLVLIYRVFND....QLQLARIGSHSDLF... 89
T6286 WP 014517465.1 NC 017284:30649-30924 RECHIK...PDLLLVYRKNNDI..LELYLANLGNHNNIF... 91
T10088 WP 000921941.1 NC 011498:475560-475841 RECHVK...PNLLLIYEIKKQE..NELVLLRLDTHSELFKK. 93
T28 WP 000916169.1 NC 000915:c946611-946345 RECHIK...PDVLLVYLVKDD....ELILLRLGSHSELF... 88
T6127 WP 000955518.1 NC 000915:c945963-945691 RECHLK...PDLLLVYQIKKQE..NTLFLVRLGSHSELF... 90
T10111 QIP66200.1 MK544944:263-565 RELHVDGPRGDWLLIYKIKQQD..LILTLVRTGSHHNLLGK. 100
T10112 QIP66198.1 MK544943:263-565 RELHVDGPRGGWLLIYKIKQQD..LILTLVRTGSHHNLLGK. 100
T10108 QIP66206.1 MK544947:301-486 RALHIA...PDWLLVYKVDAEA..LILKLLATGTHRDTLNIE 61
T10109 QIP66204.1 MK544946:257-544 RALHVA...PDWLLVYKVDAEA..LILMLLATGTHRDTLNIE 95
T6139 WP 005691636.1 NC 013199:c513094-512909 RALRVA...PDWLLVYKVDAEA..LILMLLATGTHRDTLNIE 61
T6144 WP 005691636.1 NC 017491:c513270-513085 RALRVA...PDWLLVYKVDAEA..LILMLLATGTHRDTLNIE 61
T6239 WP 005691636.1 NC 017491:c513270-513085 RALRVA...PDWLLVYKVDAEA..LILMLLATGTHRDTLNIE 61
T10110 QIP66208.1 MK544948:301-486 RALRVA...PDWLLVYKVDAEA..LILMLLATGTHRDTLNIE 61
T665 WP 002262889.1 NC 004350:850213-850491 RELHIE...SDWLLAYQVLDDE..LVLLLIDTGSHAQMLGM. 92
T6256 WP 012576472.1 NC 011593:c15445-15155 RECYIT...PDLLLVYLIEKDV..LVLTLTRTGTHSGLFGK. 96
T10095 WP 002596328.1 NC 013316:c2055913-2055623 RECHIL...PDWLLVYRIEDDV..LVLTLARTGTHSDLFGK. 96
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