
logo MKKFI LLVTI
VSVLAGALALSACASTNQTSGTAVSDKDAQLITQNDWSNVDEQKLYSAEARQQDELNDSGSNYTRATVAKLYELI LREASRQFAPDTGSRYHTAEQRQSLQI

L
E
D
S
TA

NTDB id 392279 GB851 RS04915 WP 003790494.1 MKKFLLVISVAAALSACASNTSTVSKDAQLTQNWSNDQLYSEARQELNDGNYTRATALYELLRARQADGRYTEQSLIESA 80
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKILLTVSLGLALSACATQ.GTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLDTA 79
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKILLTVSLGLALSACATQ.GTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLDTA 79
consensus !!!*!!**!***!!!!!!** *!**!!!!*!!*!!***!!*!!**!!!**!!!!!**!!!*!**!****!** !!****!

logo YAHYFYKNDEDEPKADKALQANALIADERFERQRNLYHPAQSHVPDNMDYALYLKRGLVLFANEDQSFLRNRKLASQDWSDRDPEKANRREAFYRQVAFEAQELVNQRYFPN
NTDB id 392279 GB851 RS04915 WP 003790494.1 YAHFKNEEPAKALQNLARFEQNYPASVDMDYALYLKGLVLFAEDQSFLRRLASQDWSDRDPEANRRAFRVFEQLVNRYPN 160
NTDB id 1102 NMB RS03635 WP 002244053.1 YAYYKDDEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPN 159
NTDB id 1106 NGFG RS01495 WP 003687645.1 YAYYKDDEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPN 159
consensus !!**!**!**!!!****!!****!****!!!!!!!*!!!!!*!!!!!!**!!!!!!!!!!!*!!!*!***!**!!*!*!!

logo SKYAEADARTKARMAVQKLVDALGGHNE I
M
A
S
I
VARYYAMKRTGAYLIAANANRAKQRKI LI EGQSFYQNTRYVEEASLAIML IEYLTAYEKQKMLGDNKAPDQRMLAEAADI

TRR
NTDB id 392279 GB851 RS04915 WP 003790494.1 SKYAEDARKRMAQLVDALGGHEIAIARYYAKRTAYLAANNRAQRILEQFQNTRYVEEALAIMIYTYEQMGNADMAEAIRR 240
NTDB id 1102 NMB RS03635 WP 002244053.1 SKYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADTRR 239
NTDB id 1106 NGFG RS01495 WP 003687645.1 SKYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADTRR 239
consensus !!!!*!!**!!**!!!!!!!*!***!!!!*!!*!!*!!*!!!**!****!!!!!!!!*!!!****!****** *!***!!

logo VLAEQTNLFPNKSPYFLKQTHQPAWKQRSPDEDMPWWRW
YWKH

NTDB id 392279 GB851 RS04915 WP 003790494.1 VLAQNLPNSPYLQQAWKPDEMPWWRWWK 268
NTDB id 1102 NMB RS03635 WP 002244053.1 VLETNFPKSPFLKQPWRSDDMPWWRYWH 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 VLETNFPKSPFLTHAWQPDDMPWWRYWH 267
consensus !!**!*!*!!*! **!**!*!!!!!*!*

X non conserved

X similar

X ≥ 50% conserved


