
logo MRATGMLALAAGLLLSLRFLPAQLPASFIGWLALAVLAPPVVAGLLMLLPFRTWRYPLAFFLFLGLAVWACLVNSAQWALDDRLPEVDPLDGQRTFRWLEG
NTDB id 279279 C4K14 RS08995 WP 124312961.1 MRTGMLALAAGLLSLRFLPALPAIGWLAVLPVVALMLLPFRTYPLAFFLLGLAWACVSAQWALDDRLPEPLDGQTRWLEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !!!!!!!!!! !!!!! !! !!! !**!*!*!!!!! !!!!!! !! !!!* !!!!!!!!!! *!!! ! !!!!

logo

Q
RVTVGLPDQQRAREGDGVLVRFELEDGGIHRASRHRAGGR I

LPQSR I
LRLAWYGGPEP I

V
H
RSGERWRLAAVKRLKRPASGLMVNLPQSAFDHYEAWLLAQRR IGATG

NTDB id 279279 C4K14 RS08995 WP 124312961.1 RVVGLPQQAEGVLRFELEGGRARRGRIPQRLRLAWYGGPPVHSGERWRLAVKLKRPAGLVNLQAFDHEAWLLAQRIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! !*!!!!! * !** *! !*!!!!!!!!***!!!!!!!! *!!!! !*!!* !!!*!!!!!! !!!!!!

logo TI
VKADGEQLR I

LAEAASTQSEGASWRADR I
LRQRLLQTVDEAHQGRAGAGI

LAALVLVGDGSGLSRTAEDWRVLQDTGTVHLMVI SGQHI
V
G
S
L
MLAAGLVLMY

NTDB id 279279 C4K14 RS08995 WP 124312961.1 TVKDGQLLA..ATQESWRARIRQRLLQVDAQGRAGGLAALVLGDGSGLSREDWRVLQDTGTVHLMVISGQHISLLAAVMY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !*! ! *!**!* !! !*!!!!! !*!*!!!!**!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!* *!!***!

logo ALVVALGLLARW
YGI

LWPGQRLWPWLPWACGLAFAGSALGYGLWLAGFDEVPVRRACLVMVAI
LVL ILWRLRFRHLGAVWLWPFLL ILALNVAGVLLMF

V
D
E

NTDB id 279279 C4K14 RS08995 WP 124312961.1 ALVAGLARYGLWPGRWPWLPWACGLAFASALGYGLLAGFDVPVRRACVMVALVLIWRLRFRHLGAWWPFLLALNAVLLFE 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus !*! !!!*!*!! ! !!!!!!!!!!!! !!!!! !!!!*!!!!!!!*!!!*!!*!!!!!!!!! ! ! !*!! *!!* *

logo PLASLQPGFWLSFTVAVALVL I LW I FGRGRLGGVPWRSWWQRASLWLTRYAIQWAL IMAI
LGLCLPAVLMLAVLGLP I

VSLSGPLANLLAEVPWI SLVLVLVPLP
NTDB id 279279 C4K14 RS08995 WP 124312961.1 PLASLQPGFWLSFTAVAVLILIFGGRLGGWRWWQSWTRIQWLIAIGLCPVLLALGLPISLSGPLANLLAEPWISLLVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!!!!!!!!!! !!!*!! !! !!!! * !! !! *!*!!*! *! !!!!*!!!!!!!!!!! !!!!*!!*!*

logo ALLGSTFLLLAWVPW
YLGEAGLLWLAGGLLADLVLFERGLLAL ILAAGQWQWPAWI

LAPSAI
LPLWAWS ILSVALGATFLLVLLLPAGVPLRPVLGTWLPLMLALLP

NTDB id 279279 C4K14 RS08995 WP 124312961.1 ALLGTLLLAVPYLGEGLLWLAGGLLDLLFRGLALLAAQWPAWIAPAIPLWAWSISALGAFLLLLPAGVPLRPLGWPMLLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* !! !!*!!!*!!!!!!!!! *!! !!!*!* !!!*!*!*!!!!!!* !!! *!!!!!!!!!!*!! **! *

logo

L
M
L
VFAPPDKNSRTLPEPQYGERAEVWQVFLDVGQGLASVLVRTRDEHALMLYDAGPRLYGDFSDI

LGAERVVFLPSLRKQLGLVERLDLML
MLSHADASDHAG

NTDB id 279279 C4K14 RS08995 WP 124312961.1 MVFPPKNTLPYGEAEVWQLDVGQGLAVLVRTREHAMLYDAGPRLGDSDLGARVVLPSLRKLGVERLDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus **!*! ** ! !!!! !!!!!! !!!!!!*!!*!!!!!!! !! !*! !!! !!!! !!*!!!!!!*!!!!! !!!!



logo GADLAI
VQRAGLMPVAGARLVLVSGDEPEGRLPAAYLDPAERPSCRVSTGEQQRWQTWDNGQVNRFSLVWQRWPTDQAQTNGNQAKSCVLMMQVEAAKGERLLLTGDIDALQ

NTDB id 279279 C4K14 RS08995 WP 124312961.1 GADAVQRGLPVARLVSGDPEGLPAYLPAEPCVSGEQWQWDGVRFSLWQWTDAQNGNQKSCVMQVEAKGERLLLTGDIDAL 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !*!!**!!* **!!*!! !!! !*! *! *! ! ! ! !!*! !* ! !!!! !!!* !!! !!!!!!!!!!!!

logo AERALLVDGTGPLMAEVENATHRWLLQAPHHGSNRSSSSAPAVFLLAKALVAAPDSAGAVL I SRGSHSGHNAGFGHPHPAQVLVEKRLYQRNQAQGATAE I
L
H
YDSTAEHQGALRSL

NTDB id 279279 C4K14 RS08995 WP 124312961.1 AERALLDTPLAVETHWLQAPHHGSRSSSSPALLKALAPSAVLISRGHGNGFGHPHPQVVERYRQQGTAIYDSAEQGALRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! ** ! *!! !!!!!! !!!!* ! !*!* * !!!! **!*!!!!!! !* ! * ! **!*!!*!!! !

logo

M
QLGASFYGTEGAPRTRSLMRADEQPRRFWREKKWPLSP

NTDB id 279279 C4K14 RS08995 WP 124312961.1 MLGSYTEPTSLRAQRRFWRKWPLSP 743
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK.... 741
consensus !! * * *! *!!!! ****

X non conserved

X similar

X ≥ 50% conserved


