
logo MTENQTGFKRYS I LASGSSGNSFYLETPKQKKRI
LL IDAGLSGKKI STQSLLMAE IDRKPVDEDLVDAI LVTHEHKDHIHGVGVLARKYGLMDP

NTDB id 293170 DK181 RS07850 WP 002960999.1 MTNQGFKYSILASGSSGNSFYLETPKKKLLIDAGLSGKKITSLLAEIDRKPEDLDAILVTHEHKDHIHGVGVLARKYGMP 80
NTDB id 383 SMU RS06875 WP 002262928.1 MTETGFRYSILASGSSGNSFYLETPQKRILIDAGLSGKKISQLMAEIDRKVDDVDAILVTHEHKDHIHGVGVLARKYGLD 80
consensus !! !!*!!!!!!!!!!!!!!!!!! !**!!!!!!!!!!!* !*!!!!!!**!*!!!!!!!!!!!!!!!!!!!!!!!!**

logo

I
VYANAEAKTWQATMDAHGNMIGKI

VDPVESQKHI
TFDELRGKTVI

MTFLGDIDI ESFGVSHDAAIDQPQFYRFLMKDDGKSFVI
MLTDTGYVSDRMADG

NTDB id 293170 DK181 RS07850 WP 002960999.1 IYANEKTWQTMDAHNMIGKVDPEQKHTFERGKVMTLGDIDIESFGVSHDAIDPQFYRFMKDDKSFVMLTDTGYVSDRMAG 160
NTDB id 383 SMU RS06875 WP 002262928.1 VYANAATWQAMD..GMIGKIDVSQKHIFDLGKTITFGDIDIESFGVSHDAAQPQFYRLMKDGKSFVILTDTGYVSDRMAD 158
consensus *!!! !!! !!** !!!!*!* !!! !* !! *! !!!!!!!!!!!!!! !!!!! !!! !!!!*!!!!!!!!!!!!

logo L I ENADGYL I ESNHDI E I LRSGAIYPWSLKQR I LSDKGHLSNDEDGASETMI
VRTI

LGNKRTKKIYLGHLSKENNI
VKELAHMTMEKNS

NTDB id 293170 DK181 RS07850 WP 002960999.1 LIENADGYLIESNHDIEILRSGAYPWSLKQRILSDKGHLSNEDGSETMIRTIGNRTKKIYLGHLSKENNIKELAHMTMES 240
NTDB id 383 SMU RS06875 WP 002262928.1 LIENADGYLIESNHDIEILRSGIYPWSLKQRILSDKGHLSNDDGAETMVRTLGNKTKKIYLGHLSKENNVKELAHMTMKN 238
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!! !!!*!!*!!*!!!!!!!!!!!!!!*!!!!!!!!

logo

A
NLMTQADFLAGVDGHDFKI

V
L
YDTSPDETALTPLATDKI

NTDB id 293170 DK181 RS07850 WP 002960999.1 NLTQADFGVGHDFKVLDTSPDEATPLTDI 269
NTDB id 383 SMU RS06875 WP 002262928.1 ALMQADLAVDHDFKIYDTSPDTALPLAKI 267
consensus ! !!! *! !!!!* !!!!! ! !! !

X non conserved

X similar

X ≥ 50% conserved


