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NTDB id 405027 GOM47 RS09635 WP 235080671.1 ..MEKFEMISISEIQKNPYQPRKEFNADKLRELAESIKENGVIQPIIVRQSPVIGYEILAGERRYRASLLAGLTSIPAVV 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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NTDB id 405027 GOM47 RS09635 WP 235080671.1 KHLSDQEMMIQSIIENLQRENLNPVEEARAYDSLVEK.GYTHTEIADKMGKSRPYITNFIRLLSLPEHILSEVENGKISQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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NTDB id 405027 GOM47 RS09635 WP 235080671.1 AHARSLVGLDKE.RQEYFFQLIKNEDISVRKLETLLTEKKQ.KKQKKSDSFIKDEEDKLQKLLGLNVEIKLSKKDTGKIV 235
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
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NTDB id 405027 GOM47 RS09635 WP 235080671.1 ISFSNQEEYDRIINSLK 252
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
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