
logo

MEF
M
A
L
P

G
S
T

I
N
G
R
V
T
K
N
S

D
E
I

V
M
M
P
T

R
V
H
K
YCSFCNGEKNSVEQDENPEQVKQRRKI LIANGENDNDGNVAF ICENYECVEGLSAYQSE I IYRGEEELKAEFEKVELPAKQSHNTDELFSKEDVI

P
T
KPQKELKLNAYI L

NTDB id 1141441 DQN42 RS04065 WP 003072918.1 ..MPTNRTSEMMVYCSFCGKSQEEVQKIIAG..NNAFICNECVELAQEIIREELAEEVLA.....DLSEVPKPQELLNIL 71
NTDB id 379 SMU RS04375 WP 002262816.1 ..MAGNRTNDVTVHCSFCGKNQDEVKKIIAG..NGVFICNECVELSQEIIREELAEEVLA.....DLSEVPKPKELLAIL 71
NTDB id 1475 Cj0275 YP 002343717.1 MEFLSIGVKIMPRKCSFCNEVENPQRRILANENDDAFICEYCVEGAYSIIYGEEKEFKEPKQSHNTEFKDITPKELKAYL 80
consensus * **** ** * !!!!** ******!*!* * *!!!**!!!****!!**!**!**** *******!*!!***!

logo

N
D
H
R
SYVIGQDRAKKRVAFLSAVGAVYNHYKRLI FNSKFAHTDELNSRQDEEEDQDDTVDELFQKSNI LLMVIGPTGSGKTLFLAQTLAKFSLDNVP I

FA ICADATSALTEA
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NTDB id 1141441 DQN42 RS04065 WP 003072918.1 PLTVEDLVRILREPKNALVKQYQTLLSYDDVTLEFDDDALQEIANKAIERKTGARGLRSIIEETMMDIMFEVPSQENVKL 391
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