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NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLTSYQEL 85
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NTDB id 51145 SPAF RS07815 WP 014713717.1 VKASGLRSETNVIRLEKISIDEKGAKKTGFPLHRLVWKVTRQRVVDGVASVLDIDYLDRELIPGLTKEISQHSIYQYIEEDLKLQ 170
NTDB id 440 SMU RS09330 WP 002273717.1 VKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIYDYLENQLKLD 170
consensus !! * !!!! **!* *!!! ! !!!* * !!!**!!!!!*!!!!!*!! !!!!* !!!**!*!! !!!! !*! !!!

logo IAGYAKQKEI I LTIDSPQI
V
D
S
N
Q
K
RDKI LLDLDGKSDENQHVVSTVKRSKQVHYLASDNGQQRQFQFTESRHKLDEKFHRFVDFYAERRHRKRD

NTDB id 51145 SPAF RS07815 WP 014713717.1 IGYAKKEILISPIDNRDKILLDLGKDQHVVTVRSQVHLADGRQFQFTESRHKLDKFHFVDYAERRK. 236
NTDB id 440 SMU RS09330 WP 002273717.1 IAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
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