
logo

MA
M
Q
S
D
L
L
NRNTEHLVEPEDKLYTWDLSTTI FADSTDASDWELTAEFYAEASTVKVQDELTEKKMALSARFYAVGHLVGLDSAEKLNLLQGSALTEALDYLMKS ILEMRERLEKI

VYVYAHSMQI
K
N
YDQDTT

NTDB id 53413 C269 RS07225 WP 010015358.1 MAQLLRNEVPEDLTWDLSTIFDSDSDWELAFAAVKQETEMLSRFVGHVGDSAELLQSALEADLKIERELEKVYVYAHQIYDQDTT 85
NTDB id 480 HSISS4 RS02090 WP 002890133.1 .MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMKNDQDTT 84
consensus * ! ***! !!!!*!!! *! !!! * !* ! * !!* !!! ! ! ! * * ! !!!*!!!!* !!!!!

logo

N
V
G
Q
L
SYAQAEFYNQASKRAVQSANLWYASEQLVSEQAFTAYFEQPEFVLMANI

L
D
PDDKKLAEVFYKLEMQETDPGLGKLQYADHLYFERTLLRALNKDPHTVLASAQEAQEEKLLAAGAVGDI FNAGPSETDN

NTDB id 53413 C269 RS07225 WP 010015358.1 NQSYAAFNSRVQALWAEVSQATAYFQPEVLNIPDDKLAVYLM.TDGLKQYAHLFETLRALKPHTLAAEQEKLLAGVGDIFNASEN 169
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGDIFNGPTD 169
consensus ! ** * !* *! ! !!! !! * **! !!! * * *!! ! ! !! ! ! !*! ! ! ! !!!* !!!!!**

logo TFGNAVLDNASDI LTFGPDWVHSDTEGQSGDETVVAELTHNGLNFYI
S
L
TLLMESKDSRDI

LRKREGAFYEATLMYDGSTYEIGQFLQHNTFYAQSTLQSGSHVI
VKGVHNFYLQAKVRHYNSAREH

NTDB id 53413 C269 RS07225 WP 010015358.1 TFGALDNSDITFGDVHTESGETVALTNGLYSLLLESKSRDLRREAFETLYDSYIGLQNTFASTLSSHIKGHNFLAKVRHYNSARE 254
NTDB id 480 HSISS4 RS02090 WP 002890133.1 TFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVRHYNSARH 254
consensus !! !!! !! !* !* !* ! !!*! * !*!!! !!*!* !*! *! *! !*!*! !! **! !!* !!!!!!!!!!*

logo AAI
L
A
L
A
P
H
N
F
N
I
VPETSTVFYDSTLLSEQSTVANAKHNLPLLHRFYLVDSLRKKR I

VLGLVDTDELVHKMSYDLVYTVPLSVDEETVDEFTADLVTYEEKASLQEKI
K
A
V
E
L
A
E
A
VLAI

P
F
LGEQDEYLSDKGIVHK

NTDB id 53413 C269 RS07225 WP 010015358.1 AAILPHNVPTTVFDTLSQTVAANLPLLHRFVSLRKRILGVTDVHSYDLYVPLVDEVDFDVTYEKAQEIVLAALAPLGQDYLDIVK 339
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSET.ETALTYEESLKKAEEVLAIFGEEYSKGVH 338
consensus !!* ** *! *!*!*! *! *!!!!!!** !!!**!!* *** !!*! !! * ** *!!! !!* ! *! !*

logo

A
KAFDTERWIDVHVEPNKGKRSGAYSGSGATYDTNAPF IMLLNWQDNNTLDNNLVFYTLAVHEMTGHSLVHSTYFLTRHQNTQDPYHVYGDYP I FLAE IASTTNENS IL

NTDB id 53413 C269 RS07225 WP 010015358.1 KAFDERWIDVVENKGKRSGAYSSGTYDTNPFILLNWQNNLNNVYTLAHEMGHSVHSYLTRHNQDYHYGDYPIFLAEIASTTNESL 424
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIASTTNENI 423
consensus !! !!!!!!**!!!!!!!!!! ! !!!!*!*!!!!! ! !**!! !! !!!*!! !!* !*!*!!!!!!!!!!!!!!!!! *

logo LTDETYLLKETNVKSDDPKFTQRAFAYI
VLNHQYLDGFKGTVFRQTQFAEFEHNAWIHEAQDSAASGQVAI LTADFHMNSKTLYYASDELNEQKYYGNLPDKALEFDPDNEYE IAQFYEWET

NTDB id 53413 C269 RS07225 WP 010015358.1 LTDYLLKTNSDPKFQAYVLNQYLDGFKGTVFRQTQFAEFENWIHEQSAAGVALTADHMSTYYSELNQKYYGPDLFPDEEIAYEWT 509
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNYEIQFEWE 508
consensus !!* !!! !*! *!!*!!!!!!!!!!!!!!!!!!!* !!! ! ! !!!!*! ! *!! !!! * * !! *!!

logo R IPHFYMYNYYVYQYATGEFAAASTTYLAEKR I IVHKGNDTEEDGAKEADYKLATYLKAGSSDYPLENVIKLKAGVDMS
T
N
Q
A
TDYLDKAQAFKNVFEDTRLNVEQLEASL

NTDB id 53413 C269 RS07225 WP 010015358.1 RIPHFYYNYYVYQYATGEAAATTLAERIIKND..GAEDYKAYLKAGSSDYPLNVILKAGVDMSQADYLKQAFNVFETRLNQLESL 592
NTDB id 480 HSISS4 RS02090 WP 002890133.1 RIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEAL 593
consensus !!!!!! !!!!!!!!!! !!!* !!!*!** ** ! ! !!!!!!!!!!! !! !!!!!!** !!! !! !!! !! !! !



logo

L
V
E
IKGVHLS

NTDB id 53413 C269 RS07225 WP 010015358.1 LIK..... 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VEKGVHLS 601
consensus * !*****

X non conserved

X similar

X ≥ 50% conserved


