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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 MKLTYTKWSTIFVFLSFLFVIYISYIYVFDIFNGARVEKNGHGQTEVVNVEYLSLAYSSGLKEGDIILKINGQSNLIQDH 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKP.SDKH 79
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 MINGKLRNVQRIDIQRGNQIISLKNKTL...IGRESLFVYLIPLLLYSICLFCIFFIIKINKEPQRKSAFLLILFLLSIC 157
NTDB id 91 BSU 31690 NP 391047.2 LKWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDIS 159
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 VGYLSAGTSGIGDKFSHYVLFLCLSSVSILYIHFIYQYFKEFDVHITNLKLIKCLYLIPIFNLLVHSGVSVSSEWRKFVP 237
NTDB id 91 BSU 31690 NP 391047.2 IAYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKT..FLNRISFLYIIPIFNLGIEFFQDYLQVDIDFLA 237
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 SISLLFFFGTVLTALFLIVRGMKRYKETEHGSVLKFFAIMNILSFCPFIFFFVIPYVFFDKYLIDPFILTSVVLLIPFSL 317
NTDB id 91 BSU 31690 NP 391047.2 TLNLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGL 317
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 VYQFVTNKIYNMNFLISRLRYYGFLAITPTIFVVVIFYILQKPEDLKYTLKLAIITYTLMLGVFYFKEIIDFRFRLKRFS 397
NTDB id 91 BSU 31690 NP 391047.2 VYQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFS 397
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 EKHNYQDSVFKFTQLIREASSLHQVLFHLKYTILEVLVVNKAFVLEVKADGQIEEIDESTDDSSLWKEYVDQFQDILGEV 477
NTDB id 91 BSU 31690 NP 391047.2 EKFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDK.HEVGPDWNFYQEEFENVTSEI 476
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 GKIIELDKGFMMKIGERGGHSFVICCLSNLRTPKLTRDEISWLKTLAFYTSVSLENVVKIEELMEHLEDLKQREANPAWL 557
NTDB id 91 BSU 31690 NP 391047.2 GKIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWL 556
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 KKVMFAMEEKQRSDLARDLHDSVLQDLISLKRQSEMFLTNFQN..NQCPTSIENSLISWNEQMSKVIQTTRETCHELRPQ 635
NTDB id 91 BSU 31690 NP 391047.2 KKLMFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQ 636
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 LLYDLGLVKAISKLTSQIQEEAPFHIRLNTTRFDKELDIDIDSQLNIYRIVQELLSNALKHSKASQVLVMLICIKDQVVL 715
NTDB id 91 BSU 31690 NP 391047.2 LLYDLGLVKALSKLVAQQQERVPFHIRLNTGRFTASL..DLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVL 714
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NTDB id 1077642 ACJED4 RS07120 WP 109718413.1 HYEDDGVGFDASQLDQHTMSMGLSGIRERVKALNGKLQIHTAPEKGLKVKIEMEL 770
NTDB id 91 BSU 31690 NP 391047.2 HYEDDGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
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