
logo MKRKYIVLVLATAVMSLVGMLGALASGACATTQEGTAVYDKDAQEITRQGDWTSVEKLYSAEAHQDELNSGSNYTRAVKLYETI LEASRFPYTGSRYHARQQASQMLDLTAYTAHYYKD
NTDB id 72382 GYH29 RS12635 WP 039753413.1 MKRYVVAAMLVMGLAGCATTETYD....ETRGWTVEKLYSEAHDELNSGNYTRAVKLYETLEARFPYGRYAQQAQMDLAYTHYKD 81
NTDB id 1102 NMB RS03635 WP 002244053.1 MKKILLTVSLGLALSACATQGTVDKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHAQQSQLDTAYAYYKD 85
NTDB id 1106 NGFG RS01495 WP 003687645.1 MKKILLTVSLGLALSACATQGTADKDAQITQDWSVEKLYAEAQDELNSSNYTRAVKLYEILESRFPTSRHARQSQLDTAYAYYKD 85
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LAAAI EDRF IRKRLHPTQHPNLMDYLAYLYLKRGLVFLYFNDEDSQGSLFLANKW
LAGSQDMWSEDRDPRKAANREAFYTQAFRAELVTQRFPNS IKYKAEADASTKAKRM

NTDB id 72382 GYH29 RS12635 WP 039753413.1 NEPEQAIAAADRFIKLHPTHPNLDYLYYLKGLVFYNDDSGLLAKWAGQDMSERDPRAAREAFTAFRELVTRFPNSIYKEDASKKM 166
NTDB id 1102 NMB RS03635 WP 002244053.1 DEKDKALAAIDRFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNSKYAADATARM 170
NTDB id 1106 NGFG RS01495 WP 003687645.1 DEKDKALAAIERFRRLHPQHPNMDYALYLRGLVLFNEDQSFLNKLASQDWSDRDPKANREAYQAFAELVQRFPNSKYAADATARM 170
consensus *!***!*!!**!!**!!!*!!!*!!**!!*!!!**!*!***!*!*!*!!*!*!!!*!*!!!**!!*!!!*!!!!!*!**!!***!

logo

E
V
R
KLLVDALGGNEMHSVARYYMKRGAYLIAAANRAKQGKVIVIKGSYAQNTKRYPVEEASLGAIMLVEALAYDKKLSDMKPRQLRADADATKRRVLAELTNYFPNKSEPYFLTKEHQAGPW

NTDB id 72382 GYH29 RS12635 WP 039753413.1 ERLLDALGGNEMHVARYYMKRGAYLAAANRAQGVVKSYANTKYPEEALGIMVAAYDKLSMPQLRDDAKRVLALNYPNSEYLKEGW 251
NTDB id 1102 NMB RS03635 WP 002244053.1 VKLVDALGGNEMSVARYYMKRGAYIAAANRAQKIIGSYQNTRYVEESLAILELAYKKLDKPRLAADTRRVLETNFPKSPFLKQPW 255
NTDB id 1106 NGFG RS01495 WP 003687645.1 VKLVDALGGNEMSVARYYMKRGAYIAAANRAKKIIGSYQNTRYVEESLAILELAYKKLDKPQLAADTRRVLETNFPKSPFLTHAW 255
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NTDB id 72382 GYH29 RS12635 WP 039753413.1 SIEDMPWWKLWK 263
NTDB id 1102 NMB RS03635 WP 002244053.1 RSDDMPWWRYWH 267
NTDB id 1106 NGFG RS01495 WP 003687645.1 QPDDMPWWRYWH 267
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X non conserved

X similar

X ≥ 50% conserved


