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NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSD.KH 79
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 IAYVSAGGSSKGDIISRYVNVITLISVPVNYLLFIYQYIKEFGYKIFNGKVFVALYTVPVINIILEFFRHCFERG..VVG 235
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 KVNLVSISLLYLIALFFITVGLIKYKKTEQANILKTFLLINIFAFSPFVFLYVAPYIIFNDYYVSSFLVAPFLLLIPFSL 315
NTDB id 91 BSU 31690 NP 391047.2 TLNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGL 317
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 VYQFMTNKIYEIDFIIGRLKYYSLLAVTPTLLIITIYDLVQDPNSEFYTFKLTLLTYIIMLAVFYSKEILDFRFRLKRFS 395
NTDB id 91 BSU 31690 NP 391047.2 VYQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFS 397
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 EKHNYQDSIFKFTQIIKGASSLKQVFTELESTLLEVLMVSKVCVLEVEGDLNVRYFFNDNEKKLWEPYSHQLAETTSEIG 475
NTDB id 91 BSU 31690 NP 391047.2 EKFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIG 477
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 KIVQVDKGFLMKIGERGTKSYIVLCLSFMNTPKLTWDEISWLKTLSFYTSITMENVLKIEELMNHLEDLKKQETNPVWLK 555
NTDB id 91 BSU 31690 NP 391047.2 KIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLK 557
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NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 KLMFTIEEKQRSDLARDLHDSVLQDLISLKRQCELFLADFKK.EEPCQLEVQDKLHQMNEQMSDVILMTRETCHELRPQL 634
NTDB id 91 BSU 31690 NP 391047.2 KLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQL 637
consensus !!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!** !! !!!!!!*!!!!!!!!!! !!!!!!!!!!!!!

logo LYDLGLVKALVSKLAVAQQQERAVPFHIRLNTGRFTAASLDLDSTQLNLYR I IQEFLSNAMVKHSQANTDEVL IML I S IQNKI
V
I
VLHYE

NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 LYDLGLVKAVSKLAAQQQERAPFHIRLNTGRFTAALDLDTQLNLYRIIQEFLSNAMKHSQANEVLIMLISIQNKVILHYE 714
NTDB id 91 BSU 31690 NP 391047.2 LYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYE 717
consensus !!!!!!!!!*!!! !!!!!! !!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!*!!!!! *!!!!!!!!!!!**!!!!

logo DDGVGCFDNQEEKGNGTEGHQSMSMGLSGIKERVRALDGRLMKRIDETSEGKNGFKADI E I
MEL

NTDB id 1085667 ACLB1F RS14745 WP 032876801.1 DDGVGCNQEEGGGQSMSMGLSGIKERVRALDGRMKIDTSEGNGFKADIEMEL 766
NTDB id 91 BSU 31690 NP 391047.2 DDGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
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