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NTDB id 1110984 ACNR93 RS09200 WP 420543641.1 .MTETLNLINIDDISPNPYQPRLEFKQEELEELSRSIKANGLIQPIIVRKSAIFGYELIAGERRLKASKMAGLSKIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! ! *! !! !!!!!!!! !! !!!!! !!! !!!!!!!!!!!! !!!!*!*!!!!!!!! !*!!! !!! !!
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NTDB id 1110984 ACNR93 RS09200 WP 420543641.1 KEISNKESMQLAIVENLQRSDLNPIEEAKAYQQLLDRNQMTHEELAQFMGKSRPYITNCLRLLNLPSAISKAVEQGQLSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !! *!! !!*!!!!!!!!!!!!!!!!!!*!* !!*!!!***! *!!!!!!!!!**!!!!!! *!! !*! ! *!!
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NTDB id 1110984 ACNR93 RS09200 WP 420543641.1 GHARVLLTLKNEKEQEKWYQKVITEEISVRKLEELVKKTKPAKKSSKKNKKNIFIRHQEEELSKLLGVPVSLSLAKSGFK 239
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQ...TKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNK.KHQ 236
consensus !!!!*!!** !*!!*!!**!! *!!* *! *! *** ! !! ! !!* * ! !!! !!*!! ** !* *
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NTDB id 1110984 ACNR93 RS09200 WP 420543641.1 GDLQLHFQSEEDFNRIINRLK 260
NTDB id 382 SMU RS09895 WP 011074697.1 GQLKISFSSEEDFNRLMNKLN 257
consensus ! ! **! !!!!!!!**!*!
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