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A
NDLSASHTPMMQQYWRLKNREQHPDQLMFYRMGDFYE I

LFYDEDAKKAAAKLLDITLTARGQSAGMTAIPMACGIPFYHASAEGY
NTDB id 100968 AXG94 RS21375 WP 167355726.1 ....MNDLSSHTPMMQQYWRLKNQHPDQLMFYRMGDFYEIFYEDAKKAAKLLDITLTARGQSAGMAIPMCGIPYHAAEGY 76
NTDB id 1201 CAH03854.1 414..2993( ) MTKPNADLSAHTPMMQQYWRLKREHPDQLMFYRMGDFYELFYDDAKKAAALLDITLTARGQSAGTAIPMAGIPFHSAEGY 80
consensus **** !!! !!!!!!!!!!!! !!!!!!!!!!!!!!!*!!*!!!!!! !!!!!!!!!!!!!! !!!!*!!!*! !!!!

logo LAKRLVKLGESVVICEQI
VGDPAATSKGPVERQVVR I ITPGTVSDEALLDERRDNL ILAAVLVGDERLFGLASVLDIATSGNRFSVLQE

NTDB id 100968 AXG94 RS21375 WP 167355726.1 LAKLVKLGESVVICEQVGDPATSKGPVERQVVRIITPGTVSDEALLDERRDNLIAAVLGDERLFGLAVLDITSGNFSVLE 156
NTDB id 1201 CAH03854.1 414..2993( ) LARLVKLGESVVICEQIGDPAASKGPVERQVVRIITPGTVSDEALLDERRDNLLAAVVGDERLFGLSVLDIASGRFSVQE 160
consensus !!*!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!! !!!! !! !!! !

logo

I
LKGWENTLLAELERLVNSPAVELL IPDDWPKQDGLPALEKRRGVRRRAPWDFDERDSAFLKSLCQQFSTQDLKGFGCENLTLAIGAAGC

NTDB id 100968 AXG94 RS21375 WP 167355726.1 IKGWENLLAELERVNPVELLIPDDWPKDLPAEKRRGVRRRAPWDFERDSALKSLCQQFSTQDLKGFGCENLTLAIGAAGC 236
NTDB id 1201 CAH03854.1 414..2993( ) LKGWETLLAELERLSPAELLIPDDWPQGLPLEKRRGVRRRAPWDFDRDSAFKSLCQQFSTQDLKGFGCENLTLAIGAAGC 240
consensus *!!!! !!!!!!!* ! !!!!!!!!! !! !!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LLAYAKETQRTALPHLRSLRHERLADDTVI
VLDGASRRNLELDTVNLASGGRDNTLQSVMVDRCQTAMGSRLLTRWLNRPLRDNLRET

NTDB id 100968 AXG94 RS21375 WP 167355726.1 LLAYAKETQRTALPHLRSLRHERLDDTVVLDGASRRNLELDTNLAGGRDNTLQSVVDRCQTAMGSRLLTRWLNRPLRDLT 316
NTDB id 1201 CAH03854.1 414..2993( ) LLAYAKETQRTALPHLRSLRHERLADTVILDGASRRNLELDVNLSGGRDNTLQSVMDRCQTAMGSRLLTRWLNRPLRNRE 320
consensus !!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!! !! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!
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VLELARQDTS ITCLLDEHRYRFEQLQPQLKDE IGDI

LER I LAR IGLRNARPRDLARLRDALAGALPEQLQAVAGMQTDLEVAPHLLQEQLARTI
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NTDB id 100968 AXG94 RS21375 WP 167355726.1 VLLARQTSITCLLDRYRFEQLQPQLKEIGDIERILARIGLRNARPRDLARLRDALGALPELQVAMTDLEAPHLQQLARIT 396
NTDB id 1201 CAH03854.1 414..2993( ) ILEARQDSITCLLEHYRFEQLQPQLKDIGDLERILARIGLRNARPRDLARLRDALAALPQLQAGMQDLVAPHLLELATSI 400
consensus *! !!! !!!!!!**!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!! !! *! !! !!!! !!

logo STYPDELAAELLAEKRAI IDNPPAVIRDGGVLKTGYDAPELDELQASLSENAGQFYL IMDLEATREKARTGLASNLKVGYNR I
VHGYF I EL

NTDB id 100968 AXG94 RS21375 WP 167355726.1 STYPDLAALLEKAIIDNPPAVIRDGGVLKTGYDAELDELQALSENAGQFLIDLEAREKARTGLSNLKVGYNRIHGYFIEL 476
NTDB id 1201 CAH03854.1 414..2993( ) STYPELAELLARAIIDNPPAVIRDGGVLKTGYDPELDELQSLSENAGQYLMDLETREKARTGLANLKVGYNRVHGYFIEL 480
consensus !!!!*!! !! *!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!*!*!!! !!!!!!!! !!!!!!!!*!!!!!!!

logo PSKQAEQSAPADYI
VRRQTLKGAERF ITPELKAEFEDKALSAKSRALAREKLMLYDEAELLEDML IGSHQLAPPLQDESTAAALAELDMVLSN

NTDB id 100968 AXG94 RS21375 WP 167355726.1 PSKQAEQAPADYVRRQTLKGAERFITPELKAFEDKALSAKSRALAREKMLYEALLEDLISQLPPLQDTAAALAELDVLSN 556
NTDB id 1201 CAH03854.1 414..2993( ) PSKQAESAPADYIRRQTLKGAERFITPELKEFEDKALSAKSRALAREKLLYDELLEMLIGHLAPLQESAAALAELDMLSN 560
consensus !!!!!! !!!!!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!*!!* !!! !! *!*!!!**!!!!!!!!*!!!



logo LAERALNLDLNCRPRFVESEQPCMRI ESQGRHPVVEQVLETTPFVANDLGSLDDANTRMLVITGPNMGGKSTYMRQTAL IVLLAHQIG
NTDB id 100968 AXG94 RS21375 WP 167355726.1 LAERALNLDLNCPRFVSEPCMRISQGRHPVVEQVLTTPFVANDLSLDDNTRMLVITGPNMGGKSTYMRQTALIVLLAHIG 636
NTDB id 1201 CAH03854.1 414..2993( ) LAERALNLDLNRPRFVEQPCMRIEQGRHPVVEQVLETPFVANDLGLDDATRMLVITGPNMGGKSTYMRQTALIVLLAQIG 640
consensus !!!!!!!!!!!*!!!! !!!!! !!!!!!!!!!! !!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo SFVPAAASCELSLVDR I FTR IGSSDDLAGGRSTFMVEMSETANI LHNASTDERSLVLMDEVGRGTSTFDGLSLAWAAAEHRLAHK
NTDB id 100968 AXG94 RS21375 WP 167355726.1 SFVPAASCELSLVDRIFTRIGSSDDLAGGRSTFMVEMSETANILHNATERSLVLMDEVGRGTSTFDGLSLAWAAAERLAH 716
NTDB id 1201 CAH03854.1 414..2993( ) SFVPAAACELSLVDRIFTRIGSSDDLAGGRSTFMVEMSETANILHNASDRSLVLMDEVGRGTSTFDGLSLAWAAAEHLAK 720
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*

logo LRAFYTLFATHYFELTVLPESEQPLVVANVHLNSATEHNER IVFLHHVLPGPASQSYGLAVAQLAGVPGEVIQSRARDEHLSRLET
NTDB id 100968 AXG94 RS21375 WP 167355726.1 LRAYTLFATHYFELTVLPESQPLVANVHLNATEHNERIVFLHHVLPGPASQSYGLAVAQLAGVPGEVISRAREHLSRLET 796
NTDB id 1201 CAH03854.1 414..2993( ) LRAFTLFATHYFELTVLPESEPVVANVHLSATEHNERIVFLHHVLPGPASQSYGLAVAQLAGVPGEVIQRARDHLSRLET 800
consensus !!!*!!!!!!!!!!!!!!!! !*!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!
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NTDB id 100968 AXG94 RS21375 WP 167355726.1 SSLPHETPRPNKGKPAVPQQSDLFASLPHPVLDELAKLDLDDLTPRRALDLLYALKTRI. 855
NTDB id 1201 CAH03854.1 414..2993( ) TSLSHEAPRITPGQPAPPMQSDMFASLPHPVLEELGRINPDDVTPRQALELLYSLKTRI* 859
consensus *!!*!! !!* *! !!*! !!!*!!!!!!!!!*!!*** *!!*!!! !!*!!! !!!!!
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