
logo MKKYEHI I FYKEKLEENDR I LKSGHQYPQMVGDHYLPPTEMELCSEQQTFYASASSRDTVRKALQSLLTKAEGFL I IKKTSVQGRGSQI
V
I
KKQRELR INFPVSEQLST

NTDB id 1030369 AB6M97 RS09880 WP 121836308.1 MKKYEHIYKELENRILSGQYPVGHYLPTEMELCEQFSASRDTVRKALSLLTKEGLIIKSQGRGSQVKKQELINFPVSELS 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus !!!!!*!*! !! !! !*!**!*!!!*!!!!* * !!!!!!!!! !!!! ! ! !!!!!!* ! ! !!!!!! !*
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NTDB id 1030369 AB6M97 RS09880 WP 121836308.1 SYQELVALHGITSKTNVISLDNLIVDDELRKLTGFPVGTHVFRITRQRVVDNVASVLDIDYLLKPIVPSISREIAEQSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!! * * !!!!! *! !!!!* ! !!!!!* *!*!!!!!!!*! !!!*!! !!! !***!***!!!!!*!!!

logo

A
DYLEKNEQLGKLADIASYAQKI

QITIDNQAVRSDQKQDKI LLDLDGSDEKNHVVCS IVKRSKVYLASDNNQQRQFQFTESRHKLEKFQRF IVDFARRHKLRD
NTDB id 1030369 AB6M97 RS09880 WP 121836308.1 AYLEKELGLAISYAQKQITIDNARDQDKILLDLGSDKHVVCIRSKVYLADNRQFQFTESRHKLEKFQFIDFARRKL. 236
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!! ! ! ! !!!! !!!!* !!!!!!! !* !!!***!!!!! * !!!!!!!!!!!!!! !*!!!!!* *
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