
logo MKKYEHI I FYKKLLEAEDI LKGHVYAQI
MGDYLPPSEMTELASAQQTHYASVSRDTVRKALQTLLATEKANGFL IKKTRVQGRSGSQI IKHREPR INFPVSAQLT

NTDB id 310818 DDV21 RS01370 WP 116877572.1 MKKYEHIYKLLEADILKGVYAIGDYLPSETELAAQHAVSRDTVRKALTLLAENGLIKKRQGSGSQIIKHEPINFPVSALT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!!!*!*! !! !!!!!*! *!!!!!*! !! *! !!!!!!!!! !! ! !! !! !!!!!!*!*!!!!!! !!
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NTDB id 310818 DDV21 RS01370 WP 116877572.1 SYQELVESLAINSQTNLIAIDKLIVDEKLSLLTGFKVNSLVWRLIRQRIVDDVASILDIDYLSKTLVPQISRAAAEYSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!! ! *! !!*!!!!!!!!!!!!* !!!! !!!!* !!!**! !!!!!! !!! ! !*!***! !!*!!!

logo

D
HYLENQLHKLDIAYATKQKEI IT IDQI

V
N
S
E
Q
K
RDKI

LLLDI
L
D
GSEHNHVVSVKSKGVYLRSDNGQQRQFQFTDESRHKLDEKFRFVDFAQRRHKRD

NTDB id 310818 DDV21 RS01370 WP 116877572.1 HYLENQLHLDIAYTKKEITIDQINERDKLLLDIGSEHHVVSVKSKGYLRDGRQFQFTDSRHKLDKFRFVDFAQRKR. 236
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus *!!!!!!*!!!!! ! !!!!!* *!!*!!!* !!*!!!!!!!! !! !!!!!*!!!!!*!!!!!!!! !*!*
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