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NTDB id 1141480 DQN42 RS09620 WP 003075591.1 ..MEKYQYITLNDIQTNPYQPRKEFSEEKITELANSIKEHGIIQPIIVRKSPIIGYELLAGERRFRAAKLAGLTNIPAII 78
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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MGKSRPYITNS IRLLNLPLSHNI ISEQALVEKEKGLNI SQ
NTDB id 1141480 DQN42 RS09620 WP 003075591.1 KELTDDEMIKQAIIENLQREDLNPIEEAQSYQYLIDK.GLTHKEIALTMGKSRPYITNSIRLLNLPSNIIEAVKEGNISQ 157
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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NTDB id 1141480 DQN42 RS09620 WP 003075591.1 GHARLLINLSEK.EQNHWFKKILSQELSVRKLEKQLHPKRTKTVTKNKNQLFIKEEEERLKKIFGTDISLQFSKQSQSGK 236
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKK.EKKTSKDIFLAEKEKELSQSLGLPVVIHYNKK.HQGQ 238
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NTDB id 1141480 DQN42 RS09620 WP 003075591.1 ICIHFSNQEEYQRIIDSFT 255
NTDB id 382 SMU RS09895 WP 011074697.1 LKISFSSEEDFNRLMNKLN 257
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X non conserved

X similar

X ≥ 50% conserved


