
logo MFSFFKRRKKPKQQSEPTPTAPLPETETAVQTVEQEPATAADKAVEQSTEI IVAQIVGNIK
P
E
P
D
EVAEASLAEPAS IVKQGQRAESAPVETVSTGRAPVEQRVHKETSVATAEAMPASEAAG

NTDB id 312952 D1345 RS01860 WP 118266446.1 MFSFFKRKPQSEPTPPTTVQTEPA.ADAQTII.......PPEVAA..PAIQQ.....PE..TRAPEQRH..STAAPAEAA 61
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!!*!!* !**** ! * *! * ***********! *** * ******!*** !*!! *** ! !!*

logo

E
PAASETRAVESAKEAVAETVGEAVGDQTVPQEPAEPVAPQTTVESELHKKLMGSWAAERLKAQGLASKSTRDKLMAGKSLAGLVFGGGKQIDGEDELYEELETVL ILT

NTDB id 312952 D1345 RS01860 WP 118266446.1 PASTRA................DTPPEPPQVSLKKMSWAERLKAGLSKTRDKLGKSLAGLFGGGKIDEELYEELETVLLT 125
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
consensus *! ! **************** ** ** *!* !! !!! !! !*!!!**!!!!!*!!!! ! !*!!!!!!!!!*!

logo

A
GDMGMVDEATEQHYLLMDKDVREGRVSLKGLKDAGNSELKRDGALKEGASLSYDL IKSPLEKPLDVLVPSEGTKEKPFVIML

MAGI
VNGAGKTTS IGKLAKY

NTDB id 312952 D1345 RS01860 WP 118266446.1 ADMGVDATQHLLDDVRERVSLKGLKDASELKDALKGSLSDLISPLEKPLDVS.GKKPFVIMMAGVNGAGKTTSIGKLAKY 204
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus *!!!**!! *!* !!! !!!!!!!!!* !!* !!! ! !!! !!!!!! *** ! !!!!!*!!*!!!!!!!!!!!!!!!

logo

F
YQASQGKSVLLAAGDTFRAAAREQLMQAWGEGRNNVTVIASQQTGTGDSAAVCFYDAI

VQAAKVARGIDIVLADTAGRLPTQLHLMEE I
NTDB id 312952 D1345 RS01860 WP 118266446.1 YQSQGKSVLLAAGDTFRAAAREQLMAWGERNNVTVIAQQGGDSAAVCYDAIQAAVARGIDIVLADTAGRLPTQLHLMEEI 284
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus *! !!!!!!!!!!!!!!!!!!!!! !!! !!!!!!! ! !!!!!!!*!!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo KKVKRVI
LQKAI

LPDGAPHE I I LVVLDANIGQNAI
V
N
TQVKATFDDALGLTGL I LVSTKLDGTAKGGI

V
I
LAAI

LAKSDQRPVPLVRFYI
VGVGEGS I

NTDB id 312952 D1345 RS01860 WP 118266446.1 KKVKRVIQKALPDAPHEIILVLDANIGQNAITQVKTFDDALGLTGLILSKLDGTAKGGVIAAIAKQRPVPLRFVGVGESI 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!!!!!*!!!*! !!!!!!*!!!!!!!!!!* !!! !!!!!!!!!!!**!!!!!!!!!**!!*! !!!!*!**!!!! !

logo DDLRPFDKAKRADFYI
VDALFLD

NTDB id 312952 D1345 RS01860 WP 118266446.1 DDLRPFKAKDYIDALFD 381
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
consensus !!!!!! !* **!!! !

X non conserved

X similar

X ≥ 50% conserved


