
logo MKRKYIVLALATMVLSVLVGLGALSACATPQDGTAVYDKDAQEITRQGDWTSVDEKLYTAEARQSDELDNSGSNYTRAEVKLYETI LQEASRYFPYTGSRYHARQQASQI
LDI

TAY
NTDB id 108343 AACH39 RS03750 WP 215782373.1 MKRYVAAMLVVLGLSACATPDTYD....ETRGWTVDKLYTEARSELDSGNYTRAEKLYETLQARYPYGRYAQQAQIDIAY 76
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKILLTVSLGLALSACATQGTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLDTAY 80
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKILLTVSLGLALSACATQGTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLDTAY 80
consensus !!*********!*!!!!!!**! !*****!**!*!*!!!*!!**!!*!*!!!!!*!!!!*!**!*!**!*!*!*!*!*!!

logo

T
AYYRKDHDEAKEDLKALAACI EDRF IRKRLHPSQHPNVMDYVAYLYLKRGL IVYLLFNNEDDQGSWFFLANKW

L
G
A
G
SQDMWSEDRDPKASNARNEAFYAQAFNAEVLVTQRFPNGS

NTDB id 108343 AACH39 RS03750 WP 215782373.1 TYYRDHEAELALAACDRFIKLHPSHPNVDYVYYLKGLIYLNNDDGWFAKWGGQDMSERDPKASANAFAAFNEVVTRFPNG 156
NTDB id 1102 NMB RS03635 WP 002244053.1 AYYKDDEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
NTDB id 1106 NGFG RS01495 WP 003687645.1 AYYKDDEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNS 160
consensus *!!*!*!***!!!!**!!**!!!*!!!*!!**!!*!!***!*!*****!***!!*!*!!!!!***!**!!*!*!*!!!!*

logo KYAADSALTKAKRMNVQKLVDALGGYNQEMHSVARYYMKRGAYVIAAVANRAKQSKVIVI SGESYGQNTRYVEEASLAIMLVEELGAYGKRKLGDMKTPQRTLQAGADATRRV
NTDB id 108343 AACH39 RS03750 WP 215782373.1 KYAADSLKKMNQLVDALGGYQMHVARYYMKRGAYVAAVNRAQSVVSEYGNTRYVEEALAIMVEGYGRLGMTTLQGDARRV 236
NTDB id 1102 NMB RS03635 WP 002244053.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADTRRV 240
NTDB id 1106 NGFG RS01495 WP 003687645.1 KYAADATARMVKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADTRRV 240
consensus !!!!!****!**!!!!!!!**!*!!!!!!!!!!!*!!*!!!******!*!!!!!!!*!!!****!**!*** !**!*!!!

logo LAELTNYFPKSQPYFLKSTHQAPWHQREPSQDQDMAPWWKRFYWNH
NTDB id 108343 AACH39 RS03750 WP 215782373.1 LALNYPKSQYLSQPWHEQQMAWWKFWN 263
NTDB id 1102 NMB RS03635 WP 002244053.1 LETNFPKSPFLKQPWRSDDMPWWRYWH 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 LETNFPKSPFLTHAWQPDDMPWWRYWH 267
consensus !**!*!!!**!***! **!*!!**!*

X non conserved
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X ≥ 50% conserved


