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NTDB id 1121880 EL140 RS09560 WP 000410357.1 ..MEKFEMISISEIQKNPYQPRKEFDADKLKELAQSIKENGLIQPIIVRQSPVIGYEILAGERRYRASLLAGLTSIPAVV 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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NTDB id 1121880 EL140 RS09560 WP 000410357.1 KHLSDQEMMIQSIIENLQRENLNPVEEARAYESLVEK.GFTHTEIADKMGKSRPYITNFIRLLSLPEYILTEVENGKISQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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NTDB id 1121880 EL140 RS09560 WP 000410357.1 AHARSLVGLDKK.QQDYFFQLIKNEDISVRKLEALLTEKK.QKKQKKSDSFIKDEEDKLKKLLGLSVEIKLSKKDTGKII 235
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
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