
logo MKKYEQI I FYKDKLEEKADIHLDKGQHKYQMVGDFYLPPTEMQELSVQSTYAQSVSRDTI
VRKALQTLLTVEKAEGFL IVKKTI

V
H
QGRSGSQI

V IKNQREQR INFPVSDQLT
NTDB id 1085835 ACJVC4 RS09745 WP 002887040.1 MKKYQIIYKDLEKAIHDQKYQVGDFLPTEQELVQSYQVSRDTIRKALTLLVEEGLVKKIHGSGSQVINQEQINFPVSDLT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!! !!*! !! !* *!!*!!*!!*! !! !*! !!!!*!!!! !! ! *! **! !!!*! ! !!!!!! !!

logo SYQEL IVKVQLQGQLMNSVKQTNVIAS ILDKI
L IVDESKLSTEKLRTGFESNKSGRLQVWR I

V
T
VRQRVI

VDGSCVAS IV I
LDI

TDYLDKTASL IVPHQLMNTRENIAEHS IY
NTDB id 1085835 ACJVC4 RS09745 WP 002887040.1 SYQELIVQQGLNSQTNVISLDKIIVDSKLSERTGFSNSRQVWRVVRQRVVDSCASVIDIDYLDTSLVPQLNRNIAEHSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!* ! *! !!!! *!!*!!! !!* !!! ! !!!* !!!!*! *!!**! !!!! !*!** ! !!!!!!!

logo DYI
LENQLKNLDS IASHYAFQKEI IT IDNQAVSTDQKQDKI L ILDLDGKSDENQHVVCS IVKRSKVYLSTNGQKQQFQFTESRHKLEKFKRFVDFYAKRRHRHRD

NTDB id 1085835 ACJVC4 RS09745 WP 002887040.1 DYIENQLNLSISHAFKEITIDNATDQDKILIDLGKDQHVVCIRSKVYLTNGKQFQFTESRHKLEKFKFVDYAKRRH. 236
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!*!!!! ! ! *! ! !!!!* * !!!!*!! **!!!***!!!!!*! !!!!!!!!!!!!!!*!!!*!*!***

X non conserved
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X ≥ 50% conserved


