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NTDB id 414 AAK55818.1 838..2187( ) ELRDLITQSPELLLDSQDINGEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPL 224
NTDB id 1111696 HMPREF9319 RS06880 WP 003065768.1 SYHDLVSKTPEIVLNRRDGTGEFITLRIRFALNRRDSGFISGLIAVLHDTTEQEKEDRERRLFVSNVSHELRTPL 224
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NTDB id 414 AAK55818.1 838..2187( ) KGQE..KEKKYELVRDYPINSIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIP 372
NTDB id 1111696 HMPREF9319 RS06880 WP 003065768.1 KSQHTISGKQYEIVRDYPIKSIWLEIDPDKMTQVLDNILNNAIKYSPDGGKITVSMKTTETQLIISISDEGLGIP 374
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NTDB id 414 AAK55818.1 838..2187( ) KQDLPRIFDRFYRVDRARSRAQGGTGLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEV 447
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