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SDLSAHTPMMQQYWRLKNREQHPDQLMFYRMGDFYELFYDEDAKKAAAKLLDITLTARGQSAGNTAS IPMAGIPFHSAEGYLAKRLV

NTDB id 37084 H681 RS07735 WP 177324581.1 ..MSQSDLSAHTPMMQQYWRLKNQHPDQLMFYRMGDFYELFYEDAKKAAKLLDITLTARGQSAGNSIPMAGIPFHSAEGYLAKLV 83
NTDB id 1201 CAH03854.1 414..2993( ) MTKPNADLSAHTPMMQQYWRLKREHPDQLMFYRMGDFYELFYDDAKKAAALLDITLTARGQSAGTAIPMAGIPFHSAEGYLARLV 85
consensus ** ** !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!

logo KLGESVVICEQIGDPAATSKGPVERQVVR I ILTPGTVSDEALLDERRDNL ILAAVLVGDERLFGLASVLDIATSGRFNSVQE I
LKGWETLLAE

NTDB id 37084 H681 RS07735 WP 177324581.1 KLGESVVICEQIGDPATSKGPVERQVVRILTPGTVSDEALLDERRDNLIAAVLGDERLFGLAVLDITSGRFNVQEIKGWETLLAE 168
NTDB id 1201 CAH03854.1 414..2993( ) KLGESVVICEQIGDPAASKGPVERQVVRIITPGTVSDEALLDERRDNLLAAVVGDERLFGLSVLDIASGRFSVQELKGWETLLAE 170
consensus !!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!! !!!! !!!! !!!*!!!!!!!!!

logo LERLNSPAELL IPDDWPQGLPALEKRRGAVHRRRAPWDFDRDSAFKKSLCQQFGSTVQDLKGFGCEQENLTLAIGAAGCLLAYAKETQRTALPH
NTDB id 37084 H681 RS07735 WP 177324581.1 LERLNPAELLIPDDWPQGLPAEKRRGAHRRAPWDFDRDSAKKSLCQQFGVQDLKGFGCQELTLAIGAAGCLLAYAKETQRTALPH 253
NTDB id 1201 CAH03854.1 414..2993( ) LERLSPAELLIPDDWPQGLPLEKRRGVRRRAPWDFDRDSAFKSLCQQFSTQDLKGFGCENLTLAIGAAGCLLAYAKETQRTALPH 255
consensus !!!! !!!!!!!!!!!!!!! !!!!! *!!!!!!!!!!!! !!!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 37084 H681 RS07735 WP 177324581.1 LRSLRHERIDDTVILDGASRRNLELDTNLAGGRDNTLQSVVDRCQTAMGSRLLTRWLNRPLRDRAVLEARQESIACLLERYRFEI 338
NTDB id 1201 CAH03854.1 414..2993( ) LRSLRHERLADTVILDGASRRNLELDVNLSGGRDNTLQSVMDRCQTAMGSRLLTRWLNRPLRNREILEARQDSITCLLEHYRFEQ 340
consensus !!!!!!!!* !!!!!!!!!!!!!!!! !! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! ! *!!!!!*!! !!!!*!!!!

logo LQPQLKDE IGDLVER I LAR IGLRNARPRDLARLRDALAALPEQLQANGMQTDELEVAPHLGLELASTS IRSTYPELADELLARAI
V IDENPPAVIRDG

NTDB id 37084 H681 RS07735 WP 177324581.1 LQPQLKEIGDVERILARIGLRNARPRDLARLRDALAALPELQNGMTELEAPHLGELASSIRTYPELADLLARAVIENPPAVIRDG 423
NTDB id 1201 CAH03854.1 414..2993( ) LQPQLKDIGDLERILARIGLRNARPRDLARLRDALAALPQLQAGMQDLVAPHLLELATSISTYPELAELLARAIIDNPPAVIRDG 425
consensus !!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !! *! !!!! !!!*!! !!!!!!*!!!!!*!*!!!!!!!!!
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VHGYFYI ELPRSKVQAEQSAPADYIRRQTLKGAERF ITPELK
NTDB id 37084 H681 RS07735 WP 177324581.1 GVIARGYDAELDELQMLSENAGQYLMDLETREKARTGLPNLKVGYNRIHGYYIELPRVQAEQAPADYIRRQTLKGAERFITPELK 508
NTDB id 1201 CAH03854.1 414..2993( ) GVLKTGYDPELDELQSLSENAGQYLMDLETREKARTGLANLKVGYNRVHGYFIELPSKQAESAPADYIRRQTLKGAERFITPELK 510
consensus !!* !!!*!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!*!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 37084 H681 RS07735 WP 177324581.1 AFEDKALSAQSRALAREKQLYEELLELLIGQLAPLQDTAAALAELDVLSNLAERALNLDLNRPRFVEESGILIEQGRHPVVEQVL 593
NTDB id 1201 CAH03854.1 414..2993( ) EFEDKALSAKSRALAREKLLYDELLEMLIGHLAPLQESAAALAELDMLSNLAERALNLDLNRPRFVEQPCMRIEQGRHPVVEQVL 595
consensus !!!!!!!! !!!!!!!! !!*!!!!*!!!*!!!!!**!!!!!!!!*!!!!!!!!!!!!!!!!!!!! *** !!!!!!!!!!!!!
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D
ETPFVANDLGNLDDQADTRMLVITGPNMGGKSTYMRQTAL IVLLAHQIGSFVPAAARCELSLVDR I FTR IGSSDDLAGGRSTFMVEMSET

NTDB id 37084 H681 RS07735 WP 177324581.1 DTPFVANDLNLDQDTRMLVITGPNMGGKSTYMRQTALIVLLAHIGSFVPAARCELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 678
NTDB id 1201 CAH03854.1 414..2993( ) ETPFVANDLGLDDATRMLVITGPNMGGKSTYMRQTALIVLLAQIGSFVPAAACELSLVDRIFTRIGSSDDLAGGRSTFMVEMSET 680
consensus *!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ANI LHNASDRSLVLMDEVGRGTSTFDGLSLAWASAAEHLAKLRAFTLFATHYFELTVLPESEPAVVANVHLNSATEHNER IVFLHHVL
NTDB id 37084 H681 RS07735 WP 177324581.1 ANILHNASDRSLVLMDEVGRGTSTFDGLSLAWSAAEHLAKLRAFTLFATHYFELTVLPESEPAVANVHLNATEHNERIVFLHHVL 763
NTDB id 1201 CAH03854.1 414..2993( ) ANILHNASDRSLVLMDEVGRGTSTFDGLSLAWAAAEHLAKLRAFTLFATHYFELTVLPESEPVVANVHLSATEHNERIVFLHHVL 765
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!! !!!!!!!!!!!!!!!
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NTDB id 37084 H681 RS07735 WP 177324581.1 PGPASQSYGLAVAQLAGVPGAVIQRAREHLSRLETTSLPHETPRSNDPKSPAPLQSDLFASLPHPIVEELMRVSPDDLTPRQALE 848
NTDB id 1201 CAH03854.1 414..2993( ) PGPASQSYGLAVAQLAGVPGEVIQRARDHLSRLETTSLSHEAPRITPGQPAPPMQSDMFASLPHPVLEELGRINPDDVTPRQALE 850
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!*!! !! ** ***!*!!!*!!!!!!!**!!! !* !!!*!!!!!!!
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NTDB id 37084 H681 RS07735 WP 177324581.1 LLYAWKMRV. 857
NTDB id 1201 CAH03854.1 414..2993( ) LLYSLKTRI* 859
consensus !!! ! !*
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