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KDINVAPNPYQPRLQFKNQTKELEDELANQS IKAENGL IQP I IVRKSDI FGYDELVAGERRFLKAASKLMAGLNTKI

VPAVI IV
NTDB id 1121214 EL139 RS03355 WP 111717871.1 .MTELLKSIPIEDIVANPYQPRLQFNQKELEDLANSIKANGLIQPIIVRKSDIFGYELVAGERRFKASKMAGLTKVPAIV 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! !! ** !! *!!!!!!!!! !!!!*!!*!!! !!!!!!!!!!!!!!!!!*!!!!!!! !! !*!!! !*! !*

logo KKNI
MSDSDLDESMKQQAI IVENLQRASDLNP I EEAKAYQLNL I ENKRNHQMTHDEDE IAKVYI

MGKSRPYI STNSTI
LRLLNQLPLQHTI SKQALVEEKGDL I SAQ

NTDB id 1121214 EL139 RS03355 WP 111717871.1 KNMSSLESMQQAIVENLQRADLNPIEEAKAYQLLIEKNQMTHEEIAKYMGKSRPYISNTLRLLQLPQTISKAVEEGDISA 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! *! *!! !!!*!!!!! !!!!!!!!!!!! !! *!*!!!**!!! *!!!!!!!*!**!!!*!! *!! !*! ! !!

logo GHARALLLSTI
L
E
T
D
K
E
Q
D
K
E
LQDLKVW

Y
A
F
N
Q
K
RIKLNTEGQLSVHRQI EHRAML

V
K
T
P
S
K
Q
L
TKKTTEPKTKPKTNSKDNI F ILATESKLEDKEQLASQSLGLPAVKVIHKLYKNKSKTHQQSGQL

NTDB id 1121214 EL139 RS03355 WP 111717871.1 GHARALLTLTDEKEQLVYANRIKNEGLSVRQIEHMVTPKLKTTPTPKNKNIFITSLEDQLAQSLGLPAKIKLKSTQSGQL 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKK.EKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !!** ! * **! ! !!!*!!!* * * ! ** * ! !!* ! ! !!!!!! !* * !!!
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NTDB id 1121214 EL139 RS03355 WP 111717871.1 LLPFANQEELNRIINKLL 257
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus **! !* !!**!!!

X non conserved

X similar

X ≥ 50% conserved


