
logo

MENGKKVHA
M
L
S
D
P
N
SRNTEHLVEPDEEKLYTWDRLETDTI FAPSTDADDWENKTEYEASTVKVEQDKLKSGKAASASYAQGHKLGLDESAEKNQLLYGHALTEKFLQYDMESLVMTERRFLEGKI

LYTVYAHSM
NTDB id 131511 BF29 RS16405 WP 029141806.1 MENGKKVHALPSRNEVPDELTWRLEDIFPSDDDWNKEYEAVKEKLSGAASYQGKLGESAEQLYHALKFQDEVTERFGKLYTYAHM 85
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ........MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASM 77
consensus ******** * ! **** !! ! !!**! !! !!! ! ! ! !*! *!! *! *! * ! !*! !!*!

logo

K
R
N
YDQDTTNVAGFLYQEGMYDQASKAKSNSLAYASQLVGSESAFAFYFVEVPEFI LMAS ILDEDEAKKLANEQFKLEAQEYPVGPLGQLYDRHAYFLEER I

L
L
N
A
E
M
N
K
R
D
PHI

VLSKQEAEEAELLAAQAVGSDE
NTDB id 131511 BF29 RS16405 WP 029141806.1 RYDQDTTNAFYQGMDSKAKSLAAQVGSAFAFVVPEILSIEEAKLNQFLEAYVPLQLYRHALEEINEMRPHILSKEEEALLAQVSE 170
NTDB id 480 HSISS4 RS02090 WP 002890133.1 KNDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLAAAGD 162
consensus * !!!!! * !! !! ! !* !!!* !! * *** !! ! ! **! !! ! ! * **!*!! ! ! !!! *

logo

I
V
F
LNGTPSSTDTTFGNMVLDNNADI

L
E
LFPTWVI

SDEGNQGDNEVVEQI
LTHGNRF ITRTLLMESKDRDRI

VRKEGAFYEQAKLMYAGTYEKKQFQTHNTFYAQSTLQSGQVVKKVHNNVYQVAKQI
VR

NTDB id 131511 BF29 RS16405 WP 029141806.1 VLNTSSTTFGMLNNADLEFPTVIDENGNEVQITHGRFTRLLESKDRRVRKEAFQKLYATYKKFTNTFASTLSGQVKKNNVVAQIR 255
NTDB id 480 HSISS4 RS02090 WP 002890133.1 IFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVKVHNYQAKVR 247
consensus * ! ** !! *! !!!* !! ! ! *! ! *!!! ! !*!!!!! *!! !* *!*!! ! *!*! !! ! !! *! ! *!

logo HYHNSAREHAALAANFHIPEKSVYDQSLLVESTVNKRHNLGPLLHQRYLVADLRKKVLGQLDELVHKMYDLVYTPLSVEQDTAEDMTAELVTYEEKASKLEKI
K
A
V
E
L
D
E
G
VLAHI

P
F
LGEG

NTDB id 131511 BF29 RS16405 WP 029141806.1 HYHSAREAALAANHIPEKVYDQLVETVNRNLGLLQRYVALRKKVLQLDEVHMYDLYTPLVQDADMEVTYEKAKEIVLDGLHPLGG 340
NTDB id 480 HSISS4 RS02090 WP 002890133.1 HYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETE.TALTYEESLKKAEEVLAIFGE 331
consensus !!*!!!*!!!!!!*!!! !!! !*!*!!**!*!!*!!* !!!!!! !!!**!!!*!!!! * *!!! * !** !

logo EYQSGKGI LVHQAQAFETENRWIDVHVEPNKGKRSGAYSGSGAYDGTNAPFYI
MLLNWQDNTI

LDNLVFTLAVHELTGHSLVHSTYFYTRKQNTQPYPVYGDYPS I FLVAE I
VA

NTDB id 131511 BF29 RS16405 WP 029141806.1 EYQGILQQAFENRWIDVVENKGKRSGAYSSGAYGTNPYILLNWQDNIDNVFTLAHELGHSVHSYYTRKNQPYPYGDYSIFVAEVA 425
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFTRQTQPYVYGDYPIFLAEIA 416
consensus !! ** !! !!!!!**!!!!!!!!!! !!! !!***!!!!!! *!!*!!! !! !!!*!! *!! !!!*!!!!*!!*!!*!

logo STCTNEANI
LLNTDETYLLKETI

VKDDEKQTRFIAYI
LLNHYLDEGFKRGTVFRQTMQFAEFEHAL IHEQAKADAQHSGEQAI LTADEFLLMNTDKELYAYDKLNEQKYFYGNLTDKAIAEDIDNQY

NTDB id 131511 BF29 RS16405 WP 029141806.1 STCNEALLNDYLLKTIKDEKQRIYLLNHYLEGFRGTVFRQTMFAEFEHLIHQKAQHGEALTAELLTDEYYKLNQKYFGTDIAIDQ 510
NTDB id 480 HSISS4 RS02090 WP 002890133.1 STTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILTADFMNKLYADLNEKYYNLKAEDNY 501
consensus !!*!! *! * !!! *!!*! ! *!!!!!*!!*!!!!!!! !!!!!! !! *! !!!* * ! !! !!*

logo E IGQFLEWAER IPHFYMYDNYYVYQYATGFASAASTAYLASEKKQI LVEHEGGTEEPADKVEKARYI
L
G
TYLKSAGSSDEYP I

LEVI
LKKAGVDMATNSPTDQPYLVDEADAFLKVFEDEKR

NTDB id 131511 BF29 RS16405 WP 029141806.1 EIGLEWARIPHFYYDYYVYQYATGFSAATALSKQILEEGEPAVKRYIGYLSAGSSEYPIEVLKKAGVDMASPQPVEDALKVFEEK 595
NTDB id 480 HSISS4 RS02090 WP 002890133.1 EIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSDYPLEVIKKAGVDMTNTDYLDAAFKVFEDR 586
consensus !! !! !!!!!! !!!!!!!!!! !!* ! !** !* !* !! !!!!*!!*!!*!!!!!!! * *** ! !!!!**



logo LTVELMEANLLVEGKGVHLS
NTDB id 131511 BF29 RS16405 WP 029141806.1 LTEMENLLG...... 604
NTDB id 480 HSISS4 RS02090 WP 002890133.1 LVELEALVEKGVHLS 601
consensus ! !*! !* ******

X non conserved

X similar

X ≥ 50% conserved


