
logo MKKYEQEI IVFKQDKLEESDKIALEKGHLYPQMPEGDTAYLPPSEMNETLSTKQTYAQSVSRDTI
VRKALKQLLETKAGFL IVKQKTSVQGRGQSTLQI
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NTDB id 1067695 ACFSN5 RS09830 WP 165212883.1 MKKYQEVFQDLESKIAEGLYPPETALPSENTLTKTYQVSRDTIRKALKLLEKAGLVQKSQGRQTLVLRHQHFNFPVSHLT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!! *! !! ! !*!** !!*! !* !! !!!!*!!!! !! !!! * !!! * **** * !!!!!*!!

logo SYQELVKNQTLGQMDNSVKQTKNVI
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TDYLDL IKADCL IVKPHQMTKRE IAEQHRS IY
NTDB id 1067695 ACFSN5 RS09830 WP 165212883.1 SYQELVNTLGMDSQTKVLALDRLIVDQKLQELTGFPASKQVWRIIRQRLVNGTASVVDIDYLLIDCVKQMTKEIAQRSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!! ! ! ! !*!*!*!!!! !! !!!!* !!!! !!!** ! !!**! !!! ****!!*!!! *!!!

logo DYLENQLHKLDS IAEGYAKQKEI IT IDEQMVSTNQKQDKI LWLDLVDGASEHNHVVSVKRSKRVYLASDNGQQQFQFTESRHKLLEKFHRFVDFARRHKRDQEP
NTDB id 1067695 ACFSN5 RS09830 WP 165212883.1 DYLENQLHLSIEGAKKEITIEQMTNQDKIWLDVGAEHHVVSVRSRVYLADGQQFQFTESRHLLEKFHFVDFARRKRQEP 239
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD.. 237
consensus !!!!!!!*! ! ! ! !!!*!*** !!! !!* !*!!!!!*!*!!! !!!!!!!!!! !!!!*!!!!!!!*! **

X non conserved

X similar

X ≥ 50% conserved


