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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 AYVSACGARRGEEISTYLLVLTLVSCPVLYIHFIYKYFIELGTKLFEKKILIIMYMLPLINLLLEDVLSNRLKSSAFLSN 123
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFLNRI..SFLYIIPIFNLGIEFFQDYLQVDIDFLAT 238
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 LNLISFFVLVLTVSILIHKGIRKFKQKEQKSILKVLAYTNIFSFSPFIVFFAVPYVFFEKYVSPFS.LAAFTLVIPFSLV 202
NTDB id 91 BSU 31690 NP 391047.2 LNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLV 318
consensus !!!*!! ! ! !* ** !*! !* !!!*! !! !! !!**!! *! *! !* ! * ! **!!! !!

logo YQFMVATNKRLMF
Y
D
NIDEF IVLVGRLMKRYYAGFLLAI

M
I
TPTI

L
I
L
I
VVGTAI FLNVLYFIDQQVMPDKDI IQFMNYLPVKRLQTI

V
A
F
F
I
F
YVLVMFAVFYFKE I

V
I
MDFKRFKRLKRFSTE

NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 YQFMTNRLYNIDFVVGRLKYYGFLAITPTIIVVTIFNYIQQPKDIFYLVKLTIAIYVLMFAVFYFKEIIDFRFKLKRFTE 282
NTDB id 91 BSU 31690 NP 391047.2 YQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSE 398
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 KFNYQDGIFKFTQLIKQASSVDQVLNHFKNTILEVLNIDNACVYDNSKGEITLLSKNNFKDLTYKNHEQYVKNFSGDIGK 362
NTDB id 91 BSU 31690 NP 391047.2 KFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGK 478
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 IKEFKQGFIIKIGERGDRSFLVLCFSSYNTFKLTRDEIAWLQTLAFYTNVSLENVMKIEELMVHLEDLKQQESNPVWLKK 442
NTDB id 91 BSU 31690 NP 391047.2 IIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKK 558
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 LMYTIEEKQRSDLARDLHDSVLQDLISLKRQCELFLGDFKKGDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLL 522
NTDB id 91 BSU 31690 NP 391047.2 LMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLL 638
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 YDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYED 602
NTDB id 91 BSU 31690 NP 391047.2 YDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYED 718
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NTDB id 1003732 ABGT19 RS16140 WP 276569535.1 DGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 653
NTDB id 91 BSU 31690 NP 391047.2 DGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
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