
logo MNTEKTGFKRYS I LASGSSTGNCSFYLETPKQKRKR I
LL IDAGLSGKKI STQSLLMASE IDRKPVDEDLVDAI LVTHEHKDHIHGVGVLARKYGHLD

NTDB id 1141440 DQN42 RS03880 WP 003075634.1 MNEKGFKYSILASGSTGNCFYLETPKRKLLIDAGLSGKKITSLLSEIDRKPEDLDAILVTHEHKDHIHGVGVLARKYHLD 80
NTDB id 383 SMU RS06875 WP 002262928.1 MTETGFRYSILASGSSGNSFYLETPQKRILIDAGLSGKKISQLMAEIDRKVDDVDAILVTHEHKDHIHGVGVLARKYGLD 80
consensus ! ! !!*!!!!!!!!*!!*!!!!!! ***!!!!!!!!!!!* !* !!!!!**!*!!!!!!!!!!!!!!!!!!!!!!!*!!

logo

I
VYANAQADTWNQAMDEGTAMI

LGKIDVSQKHI FDELMGKTI
KTFGDIDI ESFGVSHDAAVAQPQFYRLMKDDGKSFVI

LLTDTGYVSDRMADGI
L I

NTDB id 1141440 DQN42 RS03880 WP 003075634.1 IYANQDTWNAMETALGKIDVSQKHIFEMGKTKTFGDIDIESFGVSHDAVAPQFYRLMKDDKSFVLLTDTGYVSDRMAGII 160
NTDB id 383 SMU RS06875 WP 002262928.1 VYANAATWQAMDGMIGKIDVSQKHIFDLGKTITFGDIDIESFGVSHDAAQPQFYRLMKDGKSFVILTDTGYVSDRMADLI 160
consensus *!!! !!*!!* *!!!!!!!!!!!**!!! !!!!!!!!!!!!!!!! !!!!!!!!! !!!!*!!!!!!!!!!!! *!

logo ENADGYL I ESNHDI E I LRSGAIYPWSLKQR I LSDKQGHLSNDDGAETMI
VRTLGI

N
K
RTKKIYLGHLSKENNTVKELAHI

MTMKVNAQL
NTDB id 1141440 DQN42 RS03880 WP 003075634.1 ENADGYLIESNHDIEILRSGAYPWSLKQRILSDQGHLSNDDGAETMIRTLGIRTKKIYLGHLSKENNTKELAHITMVNQL 240
NTDB id 383 SMU RS06875 WP 002262928.1 ENADGYLIESNHDIEILRSGIYPWSLKQRILSDKGHLSNDDGAETMVRTLGNKTKKIYLGHLSKENNVKELAHMTMKNAL 240
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!*!!!! *!!!!!!!!!!!!!! !!!!!*!! ! !

logo

A
MQADLAVDEHDFHKI

VYDTSPDTALTPLATKNI
NTDB id 1141440 DQN42 RS03880 WP 003075634.1 AQADLAVEHDFHVYDTSPDTATPLTNI 267
NTDB id 383 SMU RS06875 WP 002262928.1 MQADLAVDHDFKIYDTSPDTALPLAKI 267
consensus !!!!!!*!!!**!!!!!!!! !! !

X non conserved
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X ≥ 50% conserved


