
logo

MMTEQRLKQVYI
L
K
N
I
T
E
K
D
QINQKPNPYQPRLQSFKNETDKELEIDELANQS IKENGL IQP I IVRKSDI

VFGYDEL IVAGERRLKRAASKI
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NTDB id 1030330 AB6M99 RS11035 WP 121835379.1 .MTERLQVIKIEQIQKNPYQPRLSFNEDELIDLANSIKENGLIQPIIVRKSDVFGYELIAGERRLRASKIAGLEEIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! ! * !**!!!!!!! ! !! *!!*!!!!!!!!!!!!!!!!!*!!!*!*!!!!!!*! !*!!! !! !!

logo KEKI SDDDSMKQAI I ENLQRSDNLNP I EEAKAYQNQLMIDNKRKNHQMVTHDEDI
LAKRVYI

MGKSRPYI STNLS ILRLLNLPLHS ILQSEQALVETKSGKL ILSQ
NTDB id 1030330 AB6M99 RS11035 WP 121835379.1 KEISDDDSMKQAIIENLQRSNLNPIEEAKAYQQMIDKKQVTHEDLARYMGKSRPYISNLLRLLNLPLSLQEAVTSGKLSQ 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus ! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!**! * **!!*!*!* *!!!!!!!*! *!!!!!!!** !* ! *!!

logo GHARLVLLS ILENEKEQDKELQDEFKWAFKQEKI LNETEKQLSVHRQI
LEARAF ILKLGSKQTKKTEKKKQTVSKDNI

PF ILATDEKYEKELSQQSLGLPVKVIHTAYNSKKSHKQGKQLVKT
NTDB id 1030330 AB6M99 RS11035 WP 121835379.1 GHARVLLSLNEEKEQEFWAKEINEKQLSVRQLEAFILGK.KTKKQVSKNPFITDYEKELSQQLGLPVKITASKSHKGKVT 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!!*!!!* !* ! ! !!!!*!*! * *! ! !! *!* * !!!!!! !!!!! !* ! ! ! *

logo IQSFSSTEEDFHNR I
L
I
MNKSLKN

NTDB id 1030330 AB6M99 RS11035 WP 121835379.1 IQFSTEEDFHRIINSLK 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus ! !!*!!!!*!**! !
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