
logo MRATGMLALAAGLLLSLRFLPAQLPASFIGWLALAVLAPPVVAGLLMLLPFRTWRYPLAFFLFLGLAVWAC I
L
N
SAQWALDDRLAPEVDPLDGQRTFRWLEG

NTDB id 1121787 EL332 RS27860 WP 124323848.1 MRTGMLALAAGLLSLRFLPALPAIGWLAVLPVVALMLLPFRTYPLAFFLLGLAWACISAQWALDDRLAEPLDGQTRWLEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !!!!!!!!!! !!!!! !! !!! !**!*!*!!!!! !!!!!! !! !!!* !!!!!!!!!* *!!! ! !!!!

logo

Q
RVTVGLPDQQRAREGDGLVVRFELEDGGIHRASRHRAGGR I

LPQSR I
LRLAWYGGPEP I

V
H
RSGERWRLAAVKRLKRPSVGLMVNLPQSAFDHYEAWLLAQRR IGATG

NTDB id 1121787 EL332 RS27860 WP 124323848.1 RVVGLPQQAEGLVRFELEGGRARRGRIPQRLRLAWYGGPPVHSGERWRLAVKLKRPVGLVNLQAFDHEAWLLAQRIGATG 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 1121787 EL332 RS27860 WP 124323848.1 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 1121787 EL332 RS27860 WP 124323848.1 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 1121787 EL332 RS27860 WP 124323848.1 PLASLQPGFWLSFTAVAVLILIFGGRLGGWRWWQSWTRIQWLIAIGLCPVLLALGLPISLSGPLANLLAEPWISLLVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!!!!!!!!!! !!!*!! !! !!!! * !! !! *!*!!*! *! !!!!*!!!!!!!!!!! !!!!*!!*!*

logo ALLGSTFLFLLAWVPW
YLGEAGLLWLAGGLLADVLFERGLLAL ILAAGQWQWPAWI

LAPSAI
LPLWAWS ILSVALGATFLLVLLLPAGVPLRPVLGTWLPLMLALLP

NTDB id 1121787 EL332 RS27860 WP 124323848.1 ALLGTLFLAVPYLGEGLLWLAGGLLDVLFRGLALLAAQWPAWIAPAIPLWAWSISALGAFLLLLPAGVPLRPLGWPMLLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* ! !!*!!!*!!!!!!!!! !!! !!!*!* !!!*!*!*!!!!!!* !!! *!!!!!!!!!!*!! **! *

logo

L
M
L
VFAPPDKNSRTLPEPQYGERAEVWQVFLDVGQGLASVLVRTRDEHALMLYDAGPRFYGDFSDI

LGAERVVFLPSLRKQLGI
L
A
ERLDLML

MLSHADASDHAG
NTDB id 1121787 EL332 RS27860 WP 124323848.1 MVFPPKNTLPYGEAEVWQLDVGQGLAVLVRTREHAMLYDAGPRFGDSDLGARVVLPSLRKLGIARLDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus **!*! ** ! !!!! !!!!!! !!!!!!*!!*!!!!!!!*!! !*! !!! !!!! !!* !!!!!*!!!!! !!!!



logo GADLAIQRAGLMPVAGARLVLVSGDEPEGRLPAAYLDPAERPSCARSTGEQQRWQTWDNGQVNRFSLVWQRWAPDQAQTNGNQAKSCVLMMQVEAAKGERLLLTGDIDAQ
NTDB id 1121787 EL332 RS27860 WP 124323848.1 GADAIQRGLPVARLVSGDPEGLPAYLPAEPCASGEQWQWDGVRFSLWQWADAQNGNQKSCVMQVEAKGERLLLTGDIDAQ 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !!!!**!!* **!!*!! !!! !*! *! *! ! ! ! !!*! !* ! !!!! !!!* !!! !!!!!!!!!!!!!

logo AERALLVDNGTGPLMAEVENATHRWLLQAPHHGSNRSSSSAPAVFLLAKALVAAPDSAGAVL I SRGSHSGHNAGFGHPHPAQVLVEKRLYQRNQAQGATAE I
L
H
YDSTAEHQGALRSL

NTDB id 1121787 EL332 RS27860 WP 124323848.1 AERALLNTPLAVETHWLQAPHHGSRSSSSPALLKALAPSAVLISRGHGNGFGHPHPQVVERYRQQGTAIYDSAEQGALRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!* ** ! *!! !!!!!! !!!!* ! !*!* * !!!! **!*!!!!!! !* ! * ! **!*!!*!!! !

logo

M
QLGATFYAGEGAPRTRSLMRADEQPRRFWREKKWPLSP

NTDB id 1121787 EL332 RS27860 WP 124323848.1 MLGTYAEPTSLRAQRRFWRKWPLSP 743
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK.... 741
consensus !! ** * *! *!!!! ****

X non conserved

X similar

X ≥ 50% conserved


