
logo

MTKPM
N
A
NDLSASHTPMMQQYWRLKNREQHPDQLMFYRMGDFYE I

LFYDEDAKKAAAKLLDITLTARGQSAGMTAIPMACGIPFYHASAEGYLAKRLV
NTDB id 94410 AK973 RS07005 WP 167331288.1 ....MNDLSSHTPMMQQYWRLKNQHPDQLMFYRMGDFYEIFYEDAKKAAKLLDITLTARGQSAGMAIPMCGIPYHAAEGYLAKLV 81
NTDB id 1201 CAH03854.1 414..2993( ) MTKPNADLSAHTPMMQQYWRLKREHPDQLMFYRMGDFYELFYDDAKKAAALLDITLTARGQSAGTAIPMAGIPFHSAEGYLARLV 85
consensus **** !!! !!!!!!!!!!!! !!!!!!!!!!!!!!!*!!*!!!!!! !!!!!!!!!!!!!! !!!!*!!!*! !!!!!!*!!

logo KLGESVVICEQI
VGDPAATSKGPVERQVVR I ITPGTVSDEALLDERRDNL ILAAVLVGDERLFGLASVLDIATSGNRFSVLQE I

LKGWENTLLAE
NTDB id 94410 AK973 RS07005 WP 167331288.1 KLGESVVICEQVGDPATSKGPVERQVVRIITPGTVSDEALLDERRDNLIAAVLGDERLFGLAVLDITSGNFSVLEIKGWENLLAE 166
NTDB id 1201 CAH03854.1 414..2993( ) KLGESVVICEQIGDPAASKGPVERQVVRIITPGTVSDEALLDERRDNLLAAVVGDERLFGLSVLDIASGRFSVQELKGWETLLAE 170
consensus !!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!! !!!! !! !!! !*!!!! !!!!

logo LERLVNSPAVELL IPDDWPKQDGLPALEKRRGVRRRAPWDFDERDSAFLKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLAYAKETQRTALPH
NTDB id 94410 AK973 RS07005 WP 167331288.1 LERVNPVELLIPDDWPKDLPAEKRRGVRRRAPWDFERDSALKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLAYAKETQRTALPH 251
NTDB id 1201 CAH03854.1 414..2993( ) LERLSPAELLIPDDWPQGLPLEKRRGVRRRAPWDFDRDSAFKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLAYAKETQRTALPH 255
consensus !!!* ! !!!!!!!!! !! !!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LRSLRHERLADDTVI
VLDGASRRNLELDTVNLASGGRDNTLQSVMVDRCQTAMGSRLLTRWLNRPLRDNLRETI

VLELARQDSS ITCLLDEHRYRFEQ
NTDB id 94410 AK973 RS07005 WP 167331288.1 LRSLRHERLDDTVVLDGASRRNLELDTNLAGGRDNTLQSVVDRCQTAMGSRLLTRWLNRPLRDLTVLLARQSSITCLLDRYRFEQ 336
NTDB id 1201 CAH03854.1 414..2993( ) LRSLRHERLADTVILDGASRRNLELDVNLSGGRDNTLQSVMDRCQTAMGSRLLTRWLNRPLRNREILEARQDSITCLLEHYRFEQ 340
consensus !!!!!!!!! !!!*!!!!!!!!!!!! !! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! *! !!! !!!!!!**!!!!!

logo LQPQLKDE IGDI
LER I LAR IGLRNARPRDLARLRDALAGALPEQLQAVAGMQTDLEVAPHLLQEQLARTSTI

TSTYPELAAELLAEKRAI IDNPPAVIRDG
NTDB id 94410 AK973 RS07005 WP 167331288.1 LQPQLKEIGDIERILARIGLRNARPRDLARLRDALGALPELQVAMTDLEAPHLQQLARTTSTYPELAALLEKAIIDNPPAVIRDG 421
NTDB id 1201 CAH03854.1 414..2993( ) LQPQLKDIGDLERILARIGLRNARPRDLARLRDALAALPQLQAGMQDLVAPHLLELATSISTYPELAELLARAIIDNPPAVIRDG 425
consensus !!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!! !! *! !! !!!! !! * !!!!!!! !! *!!!!!!!!!!!!!

logo GVLKTGYDAPELDELQASLSENAGQFYL IMDLEATREKARTGLANLKVGYNR I
VHGYF I ELPSKQAEQSAPADYI

VRRQTLKGAERF ITPELK
NTDB id 94410 AK973 RS07005 WP 167331288.1 GVLKTGYDAELDELQALSENAGQFLIDLEAREKARTGLANLKVGYNRIHGYFIELPSKQAEQAPADYVRRQTLKGAERFITPELK 506
NTDB id 1201 CAH03854.1 414..2993( ) GVLKTGYDPELDELQSLSENAGQYLMDLETREKARTGLANLKVGYNRVHGYFIELPSKQAESAPADYIRRQTLKGAERFITPELK 510
consensus !!!!!!!!*!!!!!! !!!!!!!*!*!!! !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!

logo

A
EFEDKALSAKSRALAREKLMLYDEAELLEDML IGSHQLAPPLQDESTAAGALAELDMVLSNLAERALNLDLNCRPRFVESEQPCMRI ESQGRHPVVEQVL

NTDB id 94410 AK973 RS07005 WP 167331288.1 AFEDKALSAKSRALAREKMLYEALLEDLISQLPPLQDTAGALAELDVLSNLAERALNLDLNCPRFVSEPCMRISQGRHPVVEQVL 591
NTDB id 1201 CAH03854.1 414..2993( ) EFEDKALSAKSRALAREKLLYDELLEMLIGHLAPLQESAAALAELDMLSNLAERALNLDLNRPRFVEQPCMRIEQGRHPVVEQVL 595
consensus !!!!!!!!!!!!!!!!!*!!* !!! !! *!*!!!**!*!!!!!!*!!!!!!!!!!!!!!*!!!! !!!!! !!!!!!!!!!!



logo

E
TTPFVANDLGSLDDANTRMLVITGPNMGGKSTYMRQTAL IVLLAHQIGSFVPAAASCELSLVDR I FTR IGSSDDLAGGRSTFMVEMSET

NTDB id 94410 AK973 RS07005 WP 167331288.1 TTPFVANDLSLDDNTRMLVITGPNMGGKSTYMRQTALIVLLAHIGSFVPAASCELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 676
NTDB id 1201 CAH03854.1 414..2993( ) ETPFVANDLGLDDATRMLVITGPNMGGKSTYMRQTALIVLLAQIGSFVPAAACELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 680
consensus !!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANI LHNASTDERSLVLMDEVGRGTSTFDGLSLAWAAAEHRLAHKLRAFYTLFATHYFELTVLPESEQPLVVANVHLNSATEHNER IVFLHHVL
NTDB id 94410 AK973 RS07005 WP 167331288.1 ANILHNATERSLVLMDEVGRGTSTFDGLSLAWAAAERLAHLRAYTLFATHYFELTVLPESQPLVANVHLNATEHNERIVFLHHVL 761
NTDB id 1201 CAH03854.1 414..2993( ) ANILHNASDRSLVLMDEVGRGTSTFDGLSLAWAAAEHLAKLRAFTLFATHYFELTVLPESEPVVANVHLSATEHNERIVFLHHVL 765
consensus !!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!*!!!!!!!!!!!!!!!! !*!!!!!! !!!!!!!!!!!!!!!

logo PGPASQSYGLAVAQLAGVPGSEVIQTRARDEHLSRLETTSLPSHEAPR I
PTKPGKQPAAPPMQQSDLMFASLPHPVLDEELAGKR I

L
D
N
L
PDDLVTPRQRALDE

NTDB id 94410 AK973 RS07005 WP 167331288.1 PGPASQSYGLAVAQLAGVPSEVITRAREHLSRLETTSLPHEAPRPTKGKPAAPQQSDLFASLPHPVLDELAKLDLDDLTPRRALD 846
NTDB id 1201 CAH03854.1 414..2993( ) PGPASQSYGLAVAQLAGVPGEVIQRARDHLSRLETTSLSHEAPRITPGQPAPPMQSDMFASLPHPVLEELGRINPDDVTPRQALE 850
consensus !!!!!!!!!!!!!!!!!!! !!! !!!*!!!!!!!!!!*!!!!!*!*! !!*! !!!*!!!!!!!!!*!!*** *!!*!!! !!*

<0

logo LLYSTLKTR IO
NTDB id 94410 AK973 RS07005 WP 167331288.1 LLYTLKTRI. 855
NTDB id 1201 CAH03854.1 414..2993( ) LLYSLKTRI* 859
consensus !!!*!!!!!
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