
logo MNTKAPLNASDLSASHTPMMQQYWRLKNREQHPDQLMFYRMGDFYE I
LFYDEDAKKAAAKLLDITLTARGQSAGQTAIPMACGIPFYHASAEGYLAKRLV

NTDB id 103875 PMA3 RS04990 WP 064676127.1 MNKALSDLSSHTPMMQQYWRLKNQHPDQLMFYRMGDFYEIFYEDAKKAAKLLDITLTARGQSAGQAIPMCGIPYHAAEGYLAKLV 85
NTDB id 1201 CAH03854.1 414..2993( ) MTKPNADLSAHTPMMQQYWRLKREHPDQLMFYRMGDFYELFYDDAKKAAALLDITLTARGQSAGTAIPMAGIPFHSAEGYLARLV 85
consensus ! !* !!! !!!!!!!!!!!! !!!!!!!!!!!!!!!*!!*!!!!!! !!!!!!!!!!!!!! !!!!*!!!*! !!!!!!*!!

logo KLGESVVICEQI
VGDPAATSKGPVDERQVVR I ITPGTVSDEALLDERRDNL ILAAVLVGDERLFGLASVLDIATSGNRFSTVLQE I

LKGWENTLLAE
NTDB id 103875 PMA3 RS04990 WP 064676127.1 KLGESVVICEQVGDPATSKGPVDRQVVRIITPGTVSDEALLDERRDNLIAAVLGDERLFGLAVLDITSGNFTVLEIKGWENLLAE 170
NTDB id 1201 CAH03854.1 414..2993( ) KLGESVVICEQIGDPAASKGPVERQVVRIITPGTVSDEALLDERRDNLLAAVVGDERLFGLSVLDIASGRFSVQELKGWETLLAE 170
consensus !!!!!!!!!!!*!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!! !!!! !! !*! !*!!!! !!!!

logo LERLVNSPAVELLMIPDDWPKQDGLPALEKRRGVRRRAPWDFDERDSAFLKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLASYAKETQRTALPH
NTDB id 103875 PMA3 RS04990 WP 064676127.1 LERVNPVELMIPDDWPKDLPAEKRRGVRRRAPWDFERDSALKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLSYAKETQRTALPH 255
NTDB id 1201 CAH03854.1 414..2993( ) LERLSPAELLIPDDWPQGLPLEKRRGVRRRAPWDFDRDSAFKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLAYAKETQRTALPH 255
consensus !!!* ! !!*!!!!!! !! !!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo LRSLRHERLADDTVI
VLDGASRRNLELDTVNLASGGRDNTLQSVMVDRCQTAMGSRLLTRWLNRPLRDNLRES IVLELARQDTS ITCLLDEGHYRFEKQ

NTDB id 103875 PMA3 RS04990 WP 064676127.1 LRSLRHERLDDTVVLDGASRRNLELDTNLAGGRDNTLQSVVDRCQTAMGSRLLTRWLNRPLRDLSVLLARQTSITCLLDGYRFEK 340
NTDB id 1201 CAH03854.1 414..2993( ) LRSLRHERLADTVILDGASRRNLELDVNLSGGRDNTLQSVMDRCQTAMGSRLLTRWLNRPLRNREILEARQDSITCLLEHYRFEQ 340
consensus !!!!!!!!! !!!*!!!!!!!!!!!! !! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! *! !!! !!!!!!**!!!!

logo LQPQLKDE IGDI
LER I LAR IGLRNARPRDLARLRDALAGALPAQLQAMAGMQSDELEVAPHI

L
I
L
E
QLAGTSTI

TSTYPELAAELLAKRAI IVDNPPAVIRDG
NTDB id 103875 PMA3 RS04990 WP 064676127.1 LQPQLKEIGDIERILARIGLRNARPRDLARLRDALGALPALQMAMSELEAPHIIQLAGTTSTYPELAALLAKAIVDNPPAVIRDG 425
NTDB id 1201 CAH03854.1 414..2993( ) LQPQLKDIGDLERILARIGLRNARPRDLARLRDALAALPQLQAGMQDLVAPHLLELATSISTYPELAELLARAIIDNPPAVIRDG 425
consensus !!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!! !! *! *! !!!** !! * !!!!!!! !!!*!!*!!!!!!!!!!

logo GVLKTGYDPSELDDELQSLSENAGQFYL IMDLEATREKARTGLASHNLKVGYNR I
VHGYF I ELPSKQAESAPADYIRRQTLKGAERF ITPELK

NTDB id 103875 PMA3 RS04990 WP 064676127.1 GVLKTGYDSELDDLQSLSENAGQFLIDLEAREKARTGLSHLKVGYNRIHGYFIELPSKQAESAPADYIRRQTLKGAERFITPELK 510
NTDB id 1201 CAH03854.1 414..2993( ) GVLKTGYDPELDELQSLSENAGQYLMDLETREKARTGLANLKVGYNRVHGYFIELPSKQAESAPADYIRRQTLKGAERFITPELK 510
consensus !!!!!!!!*!!!*!!!!!!!!!!*!*!!! !!!!!!!! *!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
EFEDKALSAKSRALAREKLMLYDEAELLEDML IAGHQLAPPLQDESTAAALAELDMVLSNLAERALNLDLNCRPRFVDEEQPCMRI ESQGRHPVVEQVL

NTDB id 103875 PMA3 RS04990 WP 064676127.1 AFEDKALSAKSRALAREKMLYEALLEDLIAQLPPLQDTAAALAELDVLSNLAERALNLDLNCPRFVDEPCMRISQGRHPVVEQVL 595
NTDB id 1201 CAH03854.1 414..2993( ) EFEDKALSAKSRALAREKLLYDELLEMLIGHLAPLQESAAALAELDMLSNLAERALNLDLNRPRFVEQPCMRIEQGRHPVVEQVL 595
consensus !!!!!!!!!!!!!!!!!*!!* !!! !!**!*!!!**!!!!!!!!*!!!!!!!!!!!!!!*!!!!* !!!!! !!!!!!!!!!!



logo

E
TTPFVANDLGNLDDANTRMLVITGPNMGGKSTYMRQTAL IVLLAHQIGSFVPAAASCELSLVDR I FTR IGSSDDLAGGRSTFMVEMSET

NTDB id 103875 PMA3 RS04990 WP 064676127.1 TTPFVANDLNLDDNTRMLVITGPNMGGKSTYMRQTALIVLLAHIGSFVPAASCELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 680
NTDB id 1201 CAH03854.1 414..2993( ) ETPFVANDLGLDDATRMLVITGPNMGGKSTYMRQTALIVLLAQIGSFVPAAACELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 680
consensus !!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANI LHNASTDERSLVLMDEVGRGTSTFDGLSLAWAAAEHRLAHKLRAFYTLFATHYFELTVLPEASEQPLVVANVHLNSATEHNER IVFLHHVL
NTDB id 103875 PMA3 RS04990 WP 064676127.1 ANILHNATERSLVLMDEVGRGTSTFDGLSLAWAAAERLAHLRAYTLFATHYFELTVLPEAQPLVANVHLNATEHNERIVFLHHVL 765
NTDB id 1201 CAH03854.1 414..2993( ) ANILHNASDRSLVLMDEVGRGTSTFDGLSLAWAAAEHLAKLRAFTLFATHYFELTVLPESEPVVANVHLSATEHNERIVFLHHVL 765
consensus !!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!*!!!!!!!!!!!!!!! !*!!!!!! !!!!!!!!!!!!!!!

logo PGPASQSHYGLAVAQLAGVPGSEVIQVRARDEHLSRLESTTASLPSHEAVPKR I
P
A
T
K
PGKQPQAAPPMQQSDMFASLPHPVLDEELAGKR I

L
D
N
L
PDDMVTPRQRALE

NTDB id 103875 PMA3 RS04990 WP 064676127.1 PGPASQSHGLAVAQLAGVPSEVIVRAREHLSRLESTALPHEVPKPAKGKQAAPQQSDMFASLPHPVLDELAKLDLDDMTPRRALE 850
NTDB id 1201 CAH03854.1 414..2993( ) PGPASQSYGLAVAQLAGVPGEVIQRARDHLSRLETTSLSHEAPRITPGQPAPPMQSDMFASLPHPVLEELGRINPDDVTPRQALE 850
consensus !!!!!!!*!!!!!!!!!!! !!! !!!*!!!!!!*! !*!! !** *! *!*! !!!!!!!!!!!!!*!!*** *!!*!!! !!!

<0
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L
MLYSTLKTR I

V
O

NTDB id 103875 PMA3 RS04990 WP 064676127.1 MLYTLKTRV. 859
NTDB id 1201 CAH03854.1 414..2993( ) LLYSLKTRI* 859
consensus *!!*!!!!*

X non conserved

X similar

X ≥ 50% conserved


