
logo MTEKETGFKRYS I LASGSSGNCSFYLETAPQKKRI L IVDAGLSGKKI STQSLLMASE IDNRKPVDEDLVDAI LVTHEHKDHIHGVGVLARKYGNLD
NTDB id 1120358 EL092 RS03940 WP 008809002.1 MTKEGFKYSILASGSSGNCFYLETAQKKILVDAGLSGKKITSLLSEINRKPEDLDAILVTHEHKDHIHGVGVLARKYNLD 80
NTDB id 383 SMU RS06875 WP 002262928.1 MTETGFRYSILASGSSGNSFYLETPQKRILIDAGLSGKKISQLMAEIDRKVDDVDAILVTHEHKDHIHGVGVLARKYGLD 80
consensus !! !!*!!!!!!!!!!!*!!!!!*!!*!!*!!!!!!!!!* !* !! !!**!*!!!!!!!!!!!!!!!!!!!!!!! !!

logo

I
VYANAEADTWKQAMDGSAMI

LGKIDI
VSQKHI FDELMGKTVI

MTFGDIDI ESFGVSHDAAAQPQFYRFLMKDDGKSFVI
MLTDTGYVSDRMADGLVI

V

NTDB id 1120358 EL092 RS03940 WP 008809002.1 IYANEDTWKAMDSALGKIDISQKHIFEMGKVMTFGDIDIESFGVSHDAAAPQFYRFMKDDKSFVMLTDTGYVSDRMAGVV 160
NTDB id 383 SMU RS06875 WP 002262928.1 VYANAATWQAMDGMIGKIDVSQKHIFDLGKTITFGDIDIESFGVSHDAAQPQFYRLMKDGKSFVILTDTGYVSDRMADLI 160
consensus *!!! !! !!! *!!!!*!!!!!!**!! *!!!!!!!!!!!!!!!!! !!!!! !!! !!!!*!!!!!!!!!!!! **

logo ENADGYL I ESNHDI
VE I LRSGAIYPWSLKQR I LSDKGHLSNDEDGADETMI

VRTLGNKRTKKIYLGHLSKENNI
VKELAHMTMKVNAQL

NTDB id 1120358 EL092 RS03940 WP 008809002.1 ENADGYLIESNHDVEILRSGAYPWSLKQRILSDKGHLSNEDGADTMIRTLGNRTKKIYLGHLSKENNIKELAHMTMVNQL 240
NTDB id 383 SMU RS06875 WP 002262928.1 ENADGYLIESNHDIEILRSGIYPWSLKQRILSDKGHLSNDDGAETMVRTLGNKTKKIYLGHLSKENNVKELAHMTMKNAL 240
consensus !!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!*!!!*!!*!!!!!*!!!!!!!!!!!!!!*!!!!!!!! ! !

logo

A
MQADLAVDNHDFKQI

V
L
YDTSPDTALTPLATKS I

NTDB id 1120358 EL092 RS03940 WP 008809002.1 AQADLAVNHDFQVLDTSPDTATPLTSI 267
NTDB id 383 SMU RS06875 WP 002262928.1 MQADLAVDHDFKIYDTSPDTALPLAKI 267
consensus !!!!!! !!! * !!!!!!! !! !

X non conserved

X similar

X ≥ 50% conserved


