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A
SDLSAHTPMMQQYWKRLKNREQHPDQLMFYRMGDFYE I

LFYDEDAKKAAAKLLDITLTARGQSAGQTAS IPMACGIPFHSALEGY
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 ....MSDLSAHTPMMQQYWKLKNQHPDQLMFYRMGDFYEIFYEDAKKAAKLLDITLTARGQSAGQSIPMCGIPFHSLEGY 76
NTDB id 1201 CAH03854.1 414..2993( ) MTKPNADLSAHTPMMQQYWRLKREHPDQLMFYRMGDFYELFYDDAKKAAALLDITLTARGQSAGTAIPMAGIPFHSAEGY 80
consensus **** !!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!*!!*!!!!!! !!!!!!!!!!!!!! !!!*!!!!!! !!!

logo LAKRLVKLGESVVICEQIGDPAATSKGPVERQVVR I ITPGTVSDEALLDERRDNL ILAALVLVGDERLFGLASVLDIATSGNRFSTVQE
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 LAKLVKLGESVVICEQIGDPATSKGPVERQVVRIITPGTVSDEALLDERRDNLIAALLGDERLFGLAVLDITSGNFTVQE 156
NTDB id 1201 CAH03854.1 414..2993( ) LARLVKLGESVVICEQIGDPAASKGPVERQVVRIITPGTVSDEALLDERRDNLLAAVVGDERLFGLSVLDIASGRFSVQE 160
consensus !!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!**!!!!!!!! !!!! !! !*!!!
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L
N
SPAVELL IPDDWPQGLPALEKRPRGCVRRRAPWDFDRDSAFRKSLCQQFASTQDLKGFGCDEKNLTLAIGAAGC

NTDB id 69721 ACGHJL RS20865 WP 090346095.1 IKGWENLLAELERINPVELLIPDDWPQGLPAEKRPGCRRRAPWDFDRDSARKSLCQQFATQDLKGFGCDKLTLAIGAAGC 236
NTDB id 1201 CAH03854.1 414..2993( ) LKGWETLLAELERLSPAELLIPDDWPQGLPLEKRRGVRRRAPWDFDRDSAFKSLCQQFSTQDLKGFGCENLTLAIGAAGC 240
consensus *!!!! !!!!!!!* ! !!!!!!!!!!!!! !!!*!*!!!!!!!!!!!!! !!!!!!! !!!!!!!!!* !!!!!!!!!!

logo LLATYAKETQRTATLPHLRSLRHERLMADDTVI LDGASRRNLELDI
VNLASGGRDENTLQSVI

MDRCQTAMAGSRLLTRWLNRPLRDNLREK
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 LLTYAKETQRTTLPHLRSLRHERMDDTVILDGASRRNLELDINLAGGRENTLQSVIDRCQTAMASRLLTRWLNRPLRDLK 316
NTDB id 1201 CAH03854.1 414..2993( ) LLAYAKETQRTALPHLRSLRHERLADTVILDGASRRNLELDVNLSGGRDNTLQSVMDRCQTAMGSRLLTRWLNRPLRNRE 320
consensus !! !!!!!!!! !!!!!!!!!!!* !!!!!!!!!!!!!!!!*!! !!!*!!!!!!*!!!!!!!*!!!!!!!!!!!!!
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NTDB id 69721 ACGHJL RS20865 WP 090346095.1 VLKARQDSIRCLLDGYRFEKLQPQLKEIGDIERILARIGLRNARPRDLARLRDALGALPELQNAMAELEAPHLARLAAIA 396
NTDB id 1201 CAH03854.1 414..2993( ) ILEARQDSITCLLEHYRFEQLQPQLKDIGDLERILARIGLRNARPRDLARLRDALAALPQLQAGMQDLVAPHLLELATSI 400
consensus *! !!!!!! !!!**!!!! !!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!! !! *! *! !!!! !!

logo

G
STYPELAESLLAERAI ILDNPPAVIRDGGVLKTGYDPTELDELLQASLMSENAGQFYL IMDLEATREKARTGLANLKVGYNRVHGYF I EL

NTDB id 69721 ACGHJL RS20865 WP 090346095.1 GTYPELASLLERAILDNPPAVIRDGGVLKTGYDTELDELLAMSENAGQFLIDLEAREKARTGLANLKVGYNRVHGYFIEL 476
NTDB id 1201 CAH03854.1 414..2993( ) STYPELAELLARAIIDNPPAVIRDGGVLKTGYDPELDELQSLSENAGQYLMDLETREKARTGLANLKVGYNRVHGYFIEL 480
consensus !!!!!! !! !!!*!!!!!!!!!!!!!!!!!!*!!!!! *!!!!!!*!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo PSTKQAEQSAPADYIRRQTLKGAERF ITPELKAEFEDKALSAKSRALAREKLMLYDAELLEMTL IGHLAPLQDESAAALAELDMVLSN
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 PTKQAEQAPADYIRRQTLKGAERFITPELKAFEDKALSAKSRALAREKMLYDALLETLIGHLAPLQDSAAALAELDVLSN 556
NTDB id 1201 CAH03854.1 414..2993( ) PSKQAESAPADYIRRQTLKGAERFITPELKEFEDKALSAKSRALAREKLLYDELLEMLIGHLAPLQESAAALAELDMLSN 560
consensus !*!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!! !!! !!!!!!!!!*!!!!!!!!!*!!!



logo LAERALNLDLNCRPRSFVDEEQPCLMRI EQGRHPVVEQVLETTPFVANDLAGLDDNASTRML IV ITGPNMGGKSTYMRQTAL IVLLMAHQIG
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 LAERALNLDLNCPSFVDEPCLRIEQGRHPVVEQVLTTPFVANDLALDNSTRMLIITGPNMGGKSTYMRQTALIVLMAHIG 636
NTDB id 1201 CAH03854.1 414..2993( ) LAERALNLDLNRPRFVEQPCMRIEQGRHPVVEQVLETPFVANDLGLDDATRMLVITGPNMGGKSTYMRQTALIVLLAQIG 640
consensus !!!!!!!!!!!*! !!* !!*!!!!!!!!!!!!!! !!!!!!!!*!! !!!!*!!!!!!!!!!!!!!!!!!!!!*!*!!

logo SFVPAAARCELSLVDR I FTR IGSSDDLAGGRSTFMVEMSETANI LHNASTDRSLVLMDEVGRGTSTFDGLSLAWAAAEHRLAKQ
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 SFVPAARCELSLVDRIFTRIGSSDDLAGGRSTFMVEMSETANILHNATDRSLVLMDEVGRGTSTFDGLSLAWAAAERLAQ 716
NTDB id 1201 CAH03854.1 414..2993( ) SFVPAAACELSLVDRIFTRIGSSDDLAGGRSTFMVEMSETANILHNASDRSLVLMDEVGRGTSTFDGLSLAWAAAEHLAK 720
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo LRAFYTLFATHYFELTVLPESEPLVVANVHLNSATEHNER IVFLHHVLPGPASQSYGLAVAQLAGVPGSEPVIQRARDEHLGSRLET
NTDB id 69721 ACGHJL RS20865 WP 090346095.1 LRAYTLFATHYFELTVLPESEPLVANVHLNATEHNERIVFLHHVLPGPASQSYGLAVAQLAGVPSPVIQRAREHLGRLET 796
NTDB id 1201 CAH03854.1 414..2993( ) LRAFTLFATHYFELTVLPESEPVVANVHLSATEHNERIVFLHHVLPGPASQSYGLAVAQLAGVPGEVIQRARDHLSRLET 800
consensus !!!*!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!!*!! !!!!
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NTDB id 69721 ACGHJL RS20865 WP 090346095.1 TSLPHEQLIKAAKGEPQVPHQSDLFASLPHPAIEKLGKLDLDNMTPRQAIETLYQLKNLL. 856
NTDB id 1201 CAH03854.1 414..2993( ) TSLSHEAP.RITPGQPAPPMQSDMFASLPHPVLEELGRINPDDVTPRQALELLYSLKTRI* 859
consensus !!!*!! *** *! ! *!*!!!*!!!!!!! *! !!** *! *!!!!!*! !! !! *
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