
logo MKKYE I
S I FHKDKLEEDQI LNKGHIYAQMVDGDYLPAPEMELCSQTYAGASSRDTI

VRKALKQLLSTKASGFL IKQKTTVQGRGSKQI
V IKQHREQQRINFPVSEQLT

NTDB id 1137616 DQL21 RS08985 WP 018030523.1 MKKYESIFHDLEEQINKGIYAVDDYLPAEMELCQTYGASRDTIRKALKLLSKSGLIQKTQGRGSKVIQHQQINFPVSELT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!!! !!* !!! ! !!*! * !!!!*!!!!*!!!* !!!!*!!!! !!*! ! ! !!!!! *! * !!!!!! !!

logo SYQRELVDKQLGQMANSVI
KTNVIA IDKI

L IVDDEKLSTKQLTGFEPNPKNGNLVWR IMTRQRVI
VDGQVAS IVLDI

TDYLDRKADFL IVPDHI
M
S
TREQIAEHS IY

NTDB id 1137616 DQL21 RS08985 WP 018030523.1 SYRELVDQLGMASITNVIAIDKIIVDDKLSQLTGFPPNNLVWRIMRQRVVDQVASVLDIDYLRKDFVPDISRQIAEHSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !! !!! !! ! !!!!!!!!*!!!*!!* !!!!** !!!!! !!!!*! !!!*!! !!! ! *!***! !!!!!!!

logo DYLENQLKQLDTIAYAQKEI IT IDEPQI
V
S
T
E
Q
K
TDKI

LLLDLDDSEHNHVVSVKSKVYLASDNNQKQQFQFTESRHKLEKFRFVDFARRHKKRD
NTDB id 1137616 DQL21 RS08985 WP 018030523.1 DYLENQLQLTIAYAQKEITIEPITETDKLLLDLDDEHHVVSVKSKVYLADNKQFQFTESRHKLEKFRFVDFARRKK. 236
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!!!!!! ! !!!!!! !!!**** !!*!!!!! !*!!!!!!!!!!! * !!!!!!!!!!!!!!!!!!!!!!***

X non conserved

X similar

X ≥ 50% conserved


