
logo MS
TEKTGFKRYS I LASGSSGNSFYLETPKQKKRI L IVDAGLSGKKI STQSLLMASE IDNRKPVDEDLVDAI L IVTHEHKSDHIHGVGVLARKYGLMD

NTDB id 1121848 EL140 RS05115 WP 001290610.1 MSEKGFKYSILASGSSGNSFYLETPKKKILVDAGLSGKKITSLLSEINRKPEDLDAILITHEHSDHIHGVGVLARKYGMD 80
NTDB id 383 SMU RS06875 WP 002262928.1 MTETGFRYSILASGSSGNSFYLETPQKRILIDAGLSGKKISQLMAEIDRKVDDVDAILVTHEHKDHIHGVGVLARKYGLD 80
consensus !*! !!*!!!!!!!!!!!!!!!!!! !*!!*!!!!!!!!!* !* !! !!**!*!!!!*!!!! !!!!!!!!!!!!!!*!

logo

L
VYANAEAKTWQAMDEGNSKMYI

LGKI
VDSVSQKHI FDELMGKTI

KTFGDIDI ESFGVSHDAAAQPQFYRFLMKDDGKSFVI
MLTDTGYVSDRMADG

NTDB id 1121848 EL140 RS05115 WP 001290610.1 LYANEKTWQAMENSKYLGKVDSSQKHIFEMGKTKTFGDIDIESFGVSHDAAAPQFYRFMKDDKSFVMLTDTGYVSDRMAG 160
NTDB id 383 SMU RS06875 WP 002262928.1 VYANAATWQAMDG..MIGKIDVSQKHIFDLGKTITFGDIDIESFGVSHDAAQPQFYRLMKDGKSFVILTDTGYVSDRMAD 158
consensus *!!! !!!!!* ** *!!*! !!!!!!**!!! !!!!!!!!!!!!!!!!! !!!!! !!! !!!!*!!!!!!!!!!!!

logo

I
L
I
VENADGYL I ESNHDI

VE I LRASGI
SYAPWRSLKQR I LSDKLGHLSNDEDGAEATMI

VRTLMGNKRTKKIYLGHLSKENNI
VKELAHMTMKVN

NTDB id 1121848 EL140 RS05115 WP 001290610.1 IVENADGYLIESNHDVEILRAGSYAWRLKQRILSDLGHLSNEDGAEAMIRTMGNRTKKIYLGHLSKENNIKELAHMTMVN 240
NTDB id 383 SMU RS06875 WP 002262928.1 LIENADGYLIESNHDIEILRSGIYPWSLKQRILSDKGHLSNDDGAETMVRTLGNKTKKIYLGHLSKENNVKELAHMTMKN 238
consensus **!!!!!!!!!!!!!*!!!! ! !*! !!!!!!!! !!!!!*!!!! !*!!*!!*!!!!!!!!!!!!!!*!!!!!!!! !

logo

A
QLAMQADLAGVDGHVDFKI

VYDTSPDTALTPLATDKI
NTDB id 1121848 EL140 RS05115 WP 001290610.1 QLAQADLGVGVDFKVYDTSPDTATPLTDI 269
NTDB id 383 SMU RS06875 WP 002262928.1 ALMQADLAVDHDFKIYDTSPDTALPLAKI 267
consensus ! !!!!*! *!!!*!!!!!!!! !! !

X non conserved
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X ≥ 50% conserved


