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NTDB id 292675 DKE43 RS10695 WP 127687103.1 MRKFYSKLTVILVILSFIYVIYISYINVFNIFVGAAVKVNSHGQLEVVDVDNFTDSYLAGVRKGDIILEVNGNEKPVEEV 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !* ! !* ***!! *!* ! *!! * ! *! ** ! * ! * ** * !*! !!!!! *! ** **

logo

K
R
R
WGFYLASHNI

V
K
NSLDVI

V
D
LRHSGDKKIHSLEKDNFVDRLLVSTLNRPQEYNSFLF ILFYLVI

LPLVFI FLYFS ILS ILFIC I FMYI LKFVNKAKNRKRKSFTASAYI LAI LFLLLADI
VS I

NTDB id 292675 DKE43 RS10695 WP 127687103.1 RRGFLANVKSLVVDRHGDKISLENVRLLS...QENLFIYLIPVILYSISLFCIFMILKFNKANKKTSAYILALFLLAVSI 157
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 GYVSSGGSGKGEAISRVLVIATMNSVPPLYMHFMYQYLKELGTKIIRRRVLFSLYLVPVTNILLDLFYKNKEEPINLLAY 237
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRIS..FLYIIPIFNLGIEFFQDYLQVDIDFLAT 238
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 VNLLSFFILCFISIIITIIAAKKLKDNAVSNVLRAFALILISSFSPFMLFFIIPYFFGI.YFISPYVVASFVLLIPFFLV 316
NTDB id 91 BSU 31690 NP 391047.2 LNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLV 318
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 YQFMSNKLYNVDFFMGRIKYYGLLAITPTILVVIIFDFIQKPTANFYTVKFTIITYILMLTVFYFKEIIDFRFRLKRFSE 396
NTDB id 91 BSU 31690 NP 391047.2 YQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSE 398
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 KHNYQDSVFKFTQLIREASSLHQVLYHLKYTILEVLVVNKAFVLEVKPDGQIEEIDESSGDSNLWKEYVDQFQDILGEVG 476
NTDB id 91 BSU 31690 NP 391047.2 KFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHE.VGPDWNFYQEEFENVTSEIG 477
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 KIIELDKGFMMKIGERGGHSFMICCLSNLQTPKLTRDEISWLKTLAFYTSVSLENVVKIEELMEHLEDLKQREANPAWLK 556
NTDB id 91 BSU 31690 NP 391047.2 KIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLK 557
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 KVMFAMEEKQRSDLARDLHDSVLQDLISLKRQSEMFLTNFQNDQ..CPTSIEQSLISWNEQMSKVIQTTRETCHELRPQL 634
NTDB id 91 BSU 31690 NP 391047.2 KLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQL 637
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 LYDLGLVKAMSKLTSQIQEEAPFHIRLNTTRFDKELDIDIDSQLNIYRIVQELLSNALKHSQASQVLVMLICIKDQVVLH 714
NTDB id 91 BSU 31690 NP 391047.2 LYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASL..DLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLH 715
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NTDB id 292675 DKE43 RS10695 WP 127687103.1 YEDDGVGFDASHLDQHTMSMGLSGIRERVKALNGKLHIHTAPEKGLKVKIEMEL 768
NTDB id 91 BSU 31690 NP 391047.2 YEDDGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
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