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QFKNETKELELELASNQS IKENGL IQP I IVRKSDI
VFGYDEL IVAGERRLKAASKQLAGFLNSDKIPAVI I

NTDB id 1121557 EL133 RS11260 WP 006739949.1 .MTETLKTIAIKDIVPNPYQPRQIFNEKELLELSNSIKENGLIQPIIVRKSDVFGYELIAGERRLKASQLAGFSDIPAII 79
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus *!!! !! * !!! !!!!!!! ! !!! !! *!!!!!!!!!!!!!!!!!*!!!*!*!!!!!!!! !!! !! !!

logo KKP I SDNDQDESMKQAI I ENLQRESDNLNPS I EEAKLAYQNL I ENKRNHQMTHDDE I
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NTDB id 1121557 EL133 RS11260 WP 006739949.1 KPISNQESMKQAIIENLQRENLNSIEEALAYQNLIEKNQMTHDELATYMGKSRPYITNIIRLLNLPKELRDSLEKGEIST 159
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus !*!! *!!!!!!!!!!!! !!*!!!! !!!!!! *!*!!!!**! *!!!!!!!!! !!!!!!! ** !!!! !!

logo GHARALLLAS I EDKQRDKLQQADKYWFHHQKI ILNTDEQSLSVHRQS ILEKRALKPSGQNTKKEPKKQTSTEKDS I FLVAKES IKEKE I
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NTDB id 1121557 EL133 RS11260 WP 006739949.1 GHARALLAIEDRKQQAYWHHKIINDSLSVRSLEKALKPGNKKPK.QTESIFVKSIEKEISQSLGISSKLICHQKGNGKLT 238
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKKEKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQLK 240
consensus !!!! !! !! ! !**!!* * !!!* *!*!!!* !!*!* * !!* !!!*!!!!!** **** !**! !
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NTDB id 1121557 EL133 RS11260 WP 006739949.1 LTFSNMEELNRIINKLK 255
NTDB id 382 SMU RS09895 WP 011074697.1 ISFSSEEDFNRLMNKLN 257
consensus **!! !* !!**!!!

X non conserved

X similar

X ≥ 50% conserved


