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NTDB id 1090868 ACL6ER RS15635 WP 268272514.1 LVYQFMTNKIYNVDFILSRLKYYGILALTPTIILVTVFELMGSPAGDYYYFRLAILMYIIMVAVFYYKEVLDFKFRLKRV 393
NTDB id 91 BSU 31690 NP 391047.2 LVYQFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRF 396
consensus !!!!!* !!** **!!! !**!!**!!* !!***! ! * * ! * ***! !!!!*!!!*!!!!!!!!

logo SEKFNYQDS I FYKFYTQL IMRDGSVTSLQTQVFEKELKNTTI LDEVLSLVSKRAHYTVFYEVSTAPDGHKS IV I
K
F
L
L
YDDKEHEIVGNPSDFEWKNFVYQEKEFERKNVTPSE I

NTDB id 1090868 ACL6ER RS15635 WP 268272514.1 SEKFNYQDSIYKFTQLIRDSTSLTQVFEELKTTILEVSLVSRAHVYEVSADGSIKLYDDEIVNSFEKVYQKEFRKVTPEI 473
NTDB id 91 BSU 31690 NP 391047.2 SEKFNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEI 476
consensus !!!!!!!!!!*!*!!!*! !!! !!! !!! !!!*! !!!*!* *!!**!* * ! * ! * !! !! !!*!!

logo GKI IVEFVNKQGFLVMKI
VGERGGKSSFYVI

LLCLSKNI
MNTPRLTLRDEE I

LSWLKTLASFYTNSVS IMENVLMHKI EELMESHLEKDE I
LKQEQEGSTNP I

VWL
NTDB id 1090868 ACL6ER RS15635 WP 268272514.1 GKIVEFNKGFVMKIGERGGKSFVILCLSKMNTPRLTLEELSWLKTLAFYTNVSIENVMKIEELMSHLEEIKQQESNPVWL 553
NTDB id 91 BSU 31690 NP 391047.2 GKIIEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWL 556
consensus !!!*! ! !!*!!*!!!!! !*!*!!!! *!!!!!! *!*!!!!!! !!! !!*!!!**!!!!! !! **!! *!!*!!



logo KKLMF
Y
A
TI EEKQRSDGLARDLHDSVLQDL I SLKRQCELFLAGDFKKDDNPCQREEVQDKLVQMNEQMSDVI SMTRETCHELRPQ

NTDB id 1090868 ACL6ER RS15635 WP 268272514.1 KKLMYTIEEKQRSDLARDLHDSVLQDLISLKRQCELFLADFKKDDNPCQEEVQDKLVQMNEQMSDVISMTRETCHELRPQ 633
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