
logo MRATGLML
VALAALGLLSLVLPRVFLPAQLPPSFSGWLWLVALALMAPPVLVGLLML

VLPFRTWRYPLAGFFLFGLAVWACLNSAQGWALDDNRLPAVADLDGERTFRWLVEG
NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 MRTGLVALALGLSVPVFLPALPPSWLVAAMPVLGLMVLPFRTYPLGFFLFGLAWACLSAQGALDNRLPAALDGETRWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! !**!!! !! ** !!! !!* * !****!!**!!!! !!*!!!!!! !!!! !! !!! !!! !!! ! !*!!

logo

Q
RVTVGLPDQQRGRDGDGVVRFELAEDAIHQSRHRATGRLPASRTI

MRLAWFYGGPEP I
V
K
RSGERWRLAAVKRLKRPASGLML

VNPHSAGFDYAEAWLLASRGR IGATG
NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 RVVGLPQQGDGVVRFELADAQSRRTRLPATMRLAWFGGPPVKSGERWRLAVKLKRPAGLLNPHGFDYAAWLLSRGIGATG 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSRHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGATG 160
consensus ! !!! !!!!!! ! *!!* !! *!!!!*!!!***!!!!!!!! *!!!! !**!!**!!! !!!! ! !!!!!

logo TIKAEGERLR I
L
A
Q
EAA

TSQSGAWRDKRLVRQARLALQTVDEAHGRASGAI
LAALVLVGDGGSGLSRTAEDWQRVLQDTGTVHLLMVI SGQHI

VGLMLAGLLVY
NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 TIKEGRLLQ..TSQGAWRDKVRQALAQVDAHGRSGALAALVLGDGGGLSREDWQVLQDTGTVHLLVISGQHIGLLAGLVY 238
NTDB id 1199 PSJM300 12650 AFN78592.1 TIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLY 240
consensus !!! ! * ** ! !!!!!**!! ! !*!!!! !!*!!!!*!!! !!! !! !!!!!!!!!!*!!!!!!*!*!!!!*!

logo
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LWPAQGRLAPWLPWACAGLAFACAGALGYGLWLAGFEVPVRRACALMI

V
A
G
I
LVLLWRLRFKRHQLPDGPVWLWAPLWL ILAFLTVGVLMVFVD

NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 LLVAGAARYGLWPAGLAWLPWACALAFCAALGYGLLAGFEVPVRRACAMIGLVLLWRLRFKQPDPWWAWLLAFTGVLVFD 318
NTDB id 1199 PSJM300 12650 AFN78592.1 AVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVD 320
consensus *! !!*!*!! !*!!!!!!*!!!**!!!!! !!!!!!!!!!!! !***!!!!!!!!*** *! * !*! !!!* !

logo PLASLQRPGFWLSFAVAVAI
LL IMF

W
I
TFGRAGRLGPVPWRSWWQRATLWLTRYAQWALMVALVGLCLPALLML IVLGLPVSLSGPLAVNLLAVPWI SVWLVLVPLP

NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 PLASLRPGFWLSFAAVAILMFTFGARLGPWRWWQTWTRAQWLVAVGLCPLLLILGLPVSLSGPLVNLLAVPWISWLVLPP 398
NTDB id 1199 PSJM300 12650 AFN78592.1 PLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPL 400
consensus !!!!! !!!!!!! !!!*!** ! *!!!** !! !!! *!*!!*! *!*!!!!!!!!!!! !!!!!!!!! !!*!*

logo ALLGSTAFFLLSWVP I
WLGEAGLLW I

LAGGLLADLVLFEKGLLAL IVAGRWI
QPAWLVAPSVALVPLPWALWGS ILAVALGATFLFVLLLPATGVPLRVLGTWLPLML

V
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L
L
P

NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 ALLGTAFLSVPILGEGLLWIAGGLLDLLFKGLALVAGRIPAWVPVAVPPWALGIAALGAFFLLLPTGVPLRVLGWPMVLL 478
NTDB id 1199 PSJM300 12650 AFN78592.1 ALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLLAP 480
consensus !!!!* ! !! !!!*!!!*!!!!! *!! !!!*!! !!!** !*!*!! * !!! !!!! !!!!!!!! *** *

logo

L
M
L
VFAPPDRESHRLPEPQGHRAEVWQVFLDVGQGLASVLVRTRDHHATLLYDAGPRFYGDEAFDI

VGERVVFLPSTLRKQLGLVEQGRLDLML
MLSHADASDHAG

NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 MVFPPREHLPQGHAEVWQLDVGQGLAVLVRTRHHTLLYDAGPRFGEADVGERVVLPTLRKLGVQGLDLMLLSHADADHAG 558
NTDB id 1199 PSJM300 12650 AFN78592.1 LLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDHAG 560
consensus **!*! ***!!*!!!! !!!!!! !!!!!!*! !!!!!!!!*!* !*!!!!! !*!! !!* !!!!*!!!!! !!!!
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LSGDEPDEARLPAAELDQAGRPSCDRSTGQRRWETWDNGQVGNFESLVWRWAPQSATVENGSNQAKSCVLMRVDEAAGGERLLLTGDIDAVHQ
NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 GARAVRKGLATREVISGDPDALPAELQAGPCDSGRRWEWDGVGFELWRWASAVESNQKSCVLRVDAGGERLLLTGDIDVH 638
NTDB id 1199 PSJM300 12650 AFN78592.1 GALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDIDAQ 640
consensus !! !* **** !*!!*!* !!! ! ! *! *! !! ! ! ! *!!!* ! !! !!!! !*!*!!!!!!!!!!! *

logo AERALLVDEGAGLMAELVNPAIQRWLALAPHHGSNRSSSSAMAVFLLASARLVAEAPDHGSAVL I SRGSQSGHNAFGHPHPAQVLMAKRLYQRNRASGALAE I
L
H
YDSTAEHLGAI

L
R
SL

NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 AERALLDEALALPIQWLAAPHHGSRSSSSMALLSRLEPHSVLISRGQGNAFGHPHPQVMARYRRSGLAIYDSAELGAIRL 718
NTDB id 1199 PSJM300 12650 AFN78592.1 AERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGALSL 720
consensus !!!!!*! ** ** !! !!!!!! !!!! ! * ** !!!! *!!!!!!!! !* ! ! **!*!!*!!* !

logo QLGAFEGGWAPRRTEMARDGERPRRFYWRDEKPPAVRPPGQH
NTDB id 1170553 ACMTA2 RS23920 WP 413792050.1 QLGAFEWPRTEAGRRRYWRDPPAVRPPGQH 748
NTDB id 1199 PSJM300 12650 AFN78592.1 QLGAFGGARRMRDEPRFWREK......... 741
consensus !!!!! *! *!*!!***********
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X ≥ 50% conserved


