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MELSQQTYAQASSRDTVRKALQSLLTKAGFL IKLKTKVQGRGSTQI
V IKHREHQRIMNFP I

VSEQLT
NTDB id 22665 MGAS9429 RS08630 WP 002991336.1 MTKYERIYKDLETKINKDFYKEGDFLPTEIELSQQYQASRDTVRKALSLLTKAGLILKKQGRGTQVIKHHQIMFPISELT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus ! !!! !*! !! ! ! *! !!*!!*!*!!!! ! !!!!!!!!! !!!!!! ! !!!!*!*!!** ! !!*! !!

logo SYQELVKSQYLSNQLMDNSVKTNVIA IDKL IVDEKTLSTKLTGFESKNKNGSLVWR I
VTRQRVI

V
D
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TDYLDSKATL IVPHIMTRE IAEHS IY
NTDB id 22665 MGAS9429 RS08630 WP 002991336.1 SYQELVSYSNLDSKTNVIAIDKLIVDETLSKLTGFSKNSLVWRVTRQRVVEGVASVLDIDYLSKTLVPIMTREIAEHSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!! ** !!!!!!!!!!!!!! !*!!!!! !!!!*!!!!!**!!!!*!! !!! ! !*!*!!!!!!!!!!!
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Q
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NTDB id 22665 MGAS9429 RS08630 WP 002991336.1 QYLEKELHLAIDFALKEVTIDQITDRDKILLDLGSDQHVVSVKSKVYLSNNNQFQFTESRHKLEKFKFLDFSRRRPK 237
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!! !*! ! *! ! *!!!!** *!!!!!!! !**!!!!!!!!!!!!!**!!!!!!!!!!!!!!*!*!! !!**
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