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LQFKNQTKRELEQDELAQTS IKESNGL IQP I IVRKSDI FGYDELVAGERRLKAASKLMAGLKNKI
VPAVI I

NTDB id 1127768 FGL14 RS11085 WP 003054458.1 MTKELLIDLPIEDIVTNPYQPRIQFNQRELQDLATSIKSNGLIQPIIVRKSDIFGYELVAGERRLKASKMAGLKKVPAII 80
NTDB id 382 SMU RS09895 WP 011074697.1 MMTEQLKYLNTKDINPNPYQPRLQFKTKELEELAQSIKENGLIQPIIVRKSDIFGYDLVAGERRLKAAKLAGLNKIPVII 80
consensus ! ! ! !* !! *!!!!!!*!! *!! *!! !!! !!!!!!!!!!!!!!!!!*!!!!!!!!!! !*!!! !*! !!

logo KKI SDTDLDESMKQQAI IVENLQRSDNLNAP I EEAKAYQLNL IVENKRKNHMTHDDE IAKVYI
MGKSRPYI STNSTI

LRLLNQLPALHP I ISKQAI
LEEKGKL I SAQ

NTDB id 1127768 FGL14 RS11085 WP 003054458.1 KKISTLESMQQAIVENLQRSNLNAIEEAKAYQLLVEKKHMTHDEIAKYMGKSRPYISNTLRLLQLPAPIIKAIEEGKISA 160
NTDB id 382 SMU RS09895 WP 011074697.1 KKISDDDSMKQAIIENLQRSDLNPIEEAKAYQNLINRNHMTHDDIAKVIGKSRPYITNSIRLLNLPLHISQALEKGLISQ 160
consensus !!!! *!! !!!*!!!!!! !!*!!!!!!!! !* * !!!!!*!!! *!!!!!!!*!**!!!*!! ! !*! ! !!
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NTDB id 1127768 FGL14 RS11085 WP 003054458.1 GHARALLTLTDEKEQLVYANRIKNEGLSVRQIEHMVTPKLKTTPTQKNKNIFITSLEDQLAQSLGLPAKIKLKSTQSGQL 240
NTDB id 382 SMU RS09895 WP 011074697.1 GHARLLLSIEKQDLQDKWFQKILTEQLSVHQIERALKSQTKK.EKKTSKDIFLAEKEKELSQSLGLPVVIHYNKKHQGQL 239
consensus !!!! !!** ! * **! ! !!!*!!!* * * ! ** ! !!* ! ! !!!!!! !* * !!!
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NTDB id 1127768 FGL14 RS11085 WP 003054458.1 LLPFANQEELNRIINKLL 258
NTDB id 382 SMU RS09895 WP 011074697.1 KISFSSEEDFNRLMNKLN 257
consensus **! !* !!**!!!

X non conserved

X similar

X ≥ 50% conserved


