
logo MKKYEQI I FYKDKLEEKADIHLEKGQHKYQMVGDFYLPPTEMQELSVQSTYAQSVSRDTI
VRKALQTLLTVEKAEGFL IVKKTI

V
H
QGRSGSQI

V IKNQREQR INFPVSDQLT
NTDB id 1119854 EL086 RS09790 WP 022496083.1 MKKYQIIYKDLEKAIHEQKYQVGDFLPTEQELVQSYQVSRDTIRKALTLLVEEGLVKKIHGSGSQVINQEQINFPVSDLT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!! !!*! !! !* *!!*!!*!!*! !! !*! !!!!*!!!! !! ! *! **! !!!*! ! !!!!!! !!

logo SYQEL IVEKQLQQSLMNSVKQTNVIAS ILDKI
L IVDESKLSTEKLRTGFLESNKSGRLQVWR I

V
T
VRQRVI

VDGSCVAS IV I
LDI

TDYLDAKASL IVPHQLMNTRES IAEHYS IY
NTDB id 1119854 EL086 RS09790 WP 022496083.1 SYQELIEQQSLNSQTNVISLDKIIVDSKLSERTGLSNSRQVWRVVRQRVVDSCASVIDIDYLDASLVPQLNRSIAEYSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!* ! *! !!!! *!!*!!! !!* !! ! !!!* !!!!*! *!!**! !!!! !*!** ! !!!*!!!

logo DYI
LENQLKNLDS IASHYAFQKEI IT IDNQAVSTDQKQDKI L ILDLDGKSDENQHVVCSVKRSKVYLNSNGQKQQFQFTESRHKLEKFKRFVDFYAKRRHHRD

NTDB id 1119854 EL086 RS09790 WP 022496083.1 DYIENQLNLSISHAFKEITIDNATDQDKILIDLGKDQHVVCVRSKVYLNNGKQFQFTESRHKLEKFKFVDYAKRHH. 236
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!*!!!! ! ! *! ! !!!!* * !!!!*!! **!!!*!*!!!!! ! !!!!!!!!!!!!!!*!!!*!*!!**

X non conserved
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X ≥ 50% conserved


