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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 MRKFYSKLTVILVILSFIYVIYISYINVFNIFVGAAVKENSHGQLEVVDVDNFTDSYLAGVRKGDIILEVNGNKKPVEEV 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !* ! !* ***!! *!* ! *!! * ! *! ** ! * ! * ** * !*! !!!!! *! !** **

logo KRWGFYLASHNI
V
K
NSLDVI

V
D
LRHSGDKKIDHLEKDNFVDRLLVSTLNRPQAYNSFLF ILFYLVI

LPLVFI FLYFS ILCS ILFIC I FMYI LKMVNKAKNRQRKSEFASAYI LAI LFLLLADI
VS I

NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 KRGFLANVKSLVVDRHGDKIDLENVRLLS...QANLFIYLIPVILYSICLFCIFMILKMNKANQKESAYILALFLLAVSI 157
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus ! !*! ** !! * !*! !!*! !****** !****!* ! *** !!! !!!*!! !!!! ! !! *!!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 GYVSSGGSGKGEAISRILVIVTMNIVPPLYMHFMYQYLKELGTEIIRRRVLFYLYLVPVTNVLLVLFYKNKAGPVDLLAY 237
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRIS..FLYIIPIFNLGIEFFQDYLQVDIDFLAT 238
consensus *!*! !!* *!* ! ! * * ! !*!!**!* !! !*! * ! ***!!**!* !* * ! **! !!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 VNLLSFFVLAFLSIIITIRAAKKLKDNEVSNVLRAFALILISAFSPFMLFFIIPYFFGI.YFISPYVVASFVLLIPFFLV 316
NTDB id 91 BSU 31690 NP 391047.2 LNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLV 318
consensus *!!*!! ! ! * ! ! !*! *!* ! ! !!**!!**! ! *! ** !! **!!!! !!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 YQFMSNKLYNVDFFMGRIKYYGFLAITPTILVVVLFDFIQKPNANFYTVKFTIITYILMLTVFYFKEIIDFRFRLKRFSE 396
NTDB id 91 BSU 31690 NP 391047.2 YQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSE 398
consensus !!!* !!** **! *!!**!!* !!* !!*!*! * * *!* !* ***! !!!!!!**!!*!!!!!!!!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 KHNYQDSVFKFTQLIREASSLHQVLYHLKYTILEVLVVNKAFVLEVKADGQIVEIDESIEESQLWKDYVDQFQDILGEVG 476
NTDB id 91 BSU 31690 NP 391047.2 KFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDK.HEVGPDWNFYQEEFENVTSEIG 477
consensus !*!!!!!*!!*!!!*! *!!*!! *!! !!!*!!*! !!* !! *!* ** *! **! * ! ! * ! * !*!

logo KI IAELVDNKQGFLMMKI
VGERGGHSSFYVI

L
C
LCLSNI

L
N
RTPKRLTRDE I SWLKTLASFYTSVSLMENVLVHKI EELMEHLEKDLKQEREGATNPAIWLK

NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 KIIALDKGFMMKIGERGGHSFVICCLSNLRTPKLTRDEISWLKTLAFYTSVSLENVVKIEELMEHLEDLKQREANPAWLK 556
NTDB id 91 BSU 31690 NP 391047.2 KIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLK 557
consensus !!! * !!*!!*!!!!!*!*!**!!!!* !!*!!!!!!!!!!!! !!!!!!*!!!**!!!!!!!! !!!! !! !!!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 KVMFAMEEKQRSDLARDLHDSVLQDLISLKRQSEMFLTNFQNDQ..CPTSIEQSLISWNEQMSKVIQTTRETCHELRPQL 634
NTDB id 91 BSU 31690 NP 391047.2 KLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQL 637
consensus !*!!!*!!!!!! !!!!!!!!!!!!!!!!!!!*!*!! ! ! **!* * !* !!!!! !! !!!!!!!!!!!!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 LYDLGLVKAISKLTSQIQEEAPFHIRLNTTRFDKELDIDIDSQLNIYRIVQELLSNALKHSQASQVLVMLICIKDQVVLH 714
NTDB id 91 BSU 31690 NP 391047.2 LYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASL..DLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLH 715
consensus !!!!!!!!!*!!! ! !! !!!!!!!! !! !**!*!!!!!*!!!*!! !!!!*!!!!!* !!*!!!*! *!!!
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NTDB id 1024005 AB3G27 RS14550 WP 044140820.1 YEDDGVGFDARHLDQHTMSMGLSGIRERVKALNGKLHIHTAPEKGLKVKIEMEL 768
NTDB id 91 BSU 31690 NP 391047.2 YEDDGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!!!!!!!! * !*!!!!!!!!*!!!*!! !*!*!*! * !! ! !!*!!

X non conserved

X similar

X ≥ 50% conserved


