
logo

MMI
TEQTLKNLYI

L
N
P
I
T
D
KDIANPNPYQPRLKQFKPTEKELEELASQRS IKAENGL IQP I IVRKSDI FGYDEL IVAGERRLKAASKLMAGLNSEKIPAVI I

NTDB id 1118947 EL020 RS03030 WP 020917670.1 .MIETLNLIPIDDIAPNPYQPRLKFKPEELEELSRSIKANGLIQPIIVRKSDIFGYELIAGERRLKASKMAGLSEIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
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MGKSRPYITNCS ILRLLNLPLTHI I SHQALVEKGEL ILSQ
NTDB id 1118947 EL020 RS03030 WP 020917670.1 KDITNKESMQLAIVENLQRSDLNPIEEAKAYQQLLDKNQMTHEELAQFMGKSRPYITNCLRLLNLPTIISHAVEKGELSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
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NTDB id 1118947 EL020 RS03030 WP 020917670.1 GHARVLLTLKDEKEQEKWYQKILNEDMSVRKLEQAVKSTKKKKTSSKVSKKDIFIRHQEEELSKLLGLPVTLSLSKSGFK 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKE...KKTSKDIFLAEKEKELSQSLGLPVVIHYNK.KHQ 236
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NTDB id 1118947 EL020 RS03030 WP 020917670.1 GDLQLHFQSEEDLNRIINRLK 260
NTDB id 382 SMU RS09895 WP 011074697.1 GQLKISFSSEEDFNRLMNKLN 257
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