
logo MKNTYHKEKRKTI L I LTDDDNAPAE I LDEFMVEQESSVLNREIADGFENHNI
L
S
T
G
R
A
V
K
Q
N
S
K
Q
K
QEALDE I

QLAGKRERDSFIDHLMAI LDI IMLPDGSGFAE I
V
I
L
Q
R
E
QIRKSTSNTI

MPV
NTDB id 1123888 EL294 RS01070 WP 126464690.1 MKTHERTILITDDDAAILDFVESVLREDGFEHISRAKNQQEALDILAREDIHMAILDIILPDGSGFAIIQQIRKSSNMPV 80
NTDB id 372 SMU RS05280 WP 002262198.1 MNYKEKKILILDDNPEILEMVQESLNIAGFNNLTGVQSKKEALEQLGKRSFDLAILDIMLPDGSGFEVLREIRKTSTIPV 80
consensus ! *!* !!! !! * !!* ! ! !! *** !!!* !** **!!!!!*!!!!!!! ** !!!*! *!!
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NTDB id 1123888 EL294 RS01070 WP 126464690.1 LFLSAVSDVDKQYSGFDLGADDYIVKPFRPKDLLLRTKAILHRAYPESEV.VALAASTVDFDRATVRNAKGEVPLTAKEY 159
NTDB id 372 SMU RS05280 WP 002262198.1 LFLSAVSDIEKQYQGFELGADDYIVKPFRPKELELRILSILKRAYPEKDDTLILPTCQVNFSQALITKGELEIQLTAKEY 160
consensus !!!!!!!!**!!! !!*!!!!!!!!!!!!!!*! !! !!*!!!!! * ** !* * ! ! ! * * !**!!!!!!
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LLESAKVWGELDQCYQYGYENTLMMAHIRKIRQKI EAQDNPSKNPECSLLRTVYKRGLGYKLKRVRSP
NTDB id 1123888 EL294 RS01070 WP 126464690.1 HILHLLYENKNHIVTIDGILSAVWGEDCYGYENTLMAHIRKIRQKIEQDPSNPESLRTYRGLGYKLRVRP 229
NTDB id 372 SMU RS05280 WP 002262198.1 SILKVLYNNQNRIVTFDQLLEKVWGLQYQGYENTMMAHIRKIRQKIEANPSKPECLLTVKGLGYKLKVS. 229
consensus *!!**!! ! !*!!! ! *! !!! * !!!!!*!!!!!!!!!!!! !! !!*! ! *!!!!!!*! *
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