
logo MKTKYE I
R I FYKDKLEETDKI LNKDGFHYKQEMGDFYLPPTE I

MELSQQTYAQASSRDTVRKALQSLLTKAGFL IKLKTKVQGRGSTQI
V IKRHREHQRIMNFP I

VSEQLTSYQEL
NTDB id 72905 C11O2 RS08580 WP 002992823.1 MTKYERIYKDLETKINKDFYKEGDFLPTEIELSQQYQASRDTVRKALSLLTKAGLILKKQGRGTQVIRHHQIMFPISELTSYQEL 85
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLTSYQEL 85
consensus ! !!! !*! !! ! ! *! !!*!!*!*!!!! ! !!!!!!!!! !!!!!! ! !!!!*!*!*** ! !!*! !!!!!!!

logo VKSQYLSNQLMDNSVKTNVIA IDKL IVDEKTLSTKLTGFESKNKNGSLVWR I
VTRQRVI

V
D
EGVAS IVLDI

TDYLDSKATL IVPHIMTRE IAEHS IYDQYLEKNEQLHKLAD
NTDB id 72905 C11O2 RS08580 WP 002992823.1 VSYSNLDSKTNVIAIDKLIVDETLSKLTGFSKNSLVWRVTRQRVVEGVASVLDIDYLSKTLVPIMTREIAEHSIYQYLEKELHLA 170
NTDB id 440 SMU RS09330 WP 002273717.1 VKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIYDYLENQLKLD 170
consensus ! ** !!!!!!!!!!!!!! !*!!!!! !!!!*!!!!!**!!!!*!! !!! ! !*!*!!!!!!!!!!! !!! !*!

logo IADFYALQKEI IVTIDQI
V
S
T
D
Q
K
RDKI LLDLDGSDENQHVVSVKSKVYLSNNQNQQFQFTESRHKLEKFKRFLVDFARRHRPRDK

NTDB id 72905 C11O2 RS08580 WP 002992823.1 IDFALKEVTIDQITDRDKILLDLGSDQHVVSVKSKVYLSNNNQFQFTESRHKLEKFKFLDFARRRPK 237
NTDB id 440 SMU RS09330 WP 002273717.1 IAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus ! *! ! *!!!!** *!!!!!!! !**!!!!!!!!!!!!!**!!!!!!!!!!!!!!*!*!!!!!**
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