
logo MKTKYE I
R I FYKDKLEETDKI LNKDGFHYKQEMGDFYLPPTE I

MELSQQTYAQASSRDTVRKALQSLLTKAGFL IKLKTKVQGRGSTQI
V IKRHREHQRIMNFP I

VSEQLT
NTDB id 341189 ETT69 RS09175 WP 136019163.1 MTKYERIYKDLETKINKDFYKEGDFLPTEIELSQQYQASRDTVRKALSLLTKAGLILKKQGRGTQVIRHHQIMFPISELT 80
NTDB id 440 SMU RS09330 WP 002273717.1 MKKYEIIFKKLEEDILKGHYQMGDYLPPEMELSQTYASSRDTVRKALQLLTKAGFIKTVQGRGSQIIKRERINFPVSQLT 80
consensus ! !!! !*! !! ! ! *! !!*!!*!*!!!! ! !!!!!!!!! !!!!!! ! !!!!*!*!*** ! !!*! !!

logo SYQELVKSQYLSNQLMDNSVKTNVIA IDKL IVDEKTLSTKLTGFESKNKNGSLVWR I
VTRQRVI

V
D
EGVAS IVLDI

TDYLDSKATL IVPHIMTRE IAEHS IY
NTDB id 341189 ETT69 RS09175 WP 136019163.1 SYQELVSYSNLDSKTNVIAIDKLIVDETLSKLTGFSKNSLVWRVTRQRVVEGVASVLDIDYLSKTLVPIMTREIAEHSIY 160
NTDB id 440 SMU RS09330 WP 002273717.1 SYQELVKQLQMNVKTNVIAIDKLIVDEKLTKLTGFENKGLVWRITRQRVIDGVASILDTDYLDKALIPHMTREIAEHSIY 160
consensus !!!!!! ** !!!!!!!!!!!!!! !*!!!!! !!!!*!!!!!**!!!!*!! !!! ! !*!*!!!!!!!!!!!

logo

D
QYLEKNEQLHKLDTIADFYALQKEI IVTIDQI

V
S
T
D
Q
K
RDKI LLDLDGSDENQHVVSVKSKVYLSNNQNQQFQFTESRHKLEKFKRFLVDFARRHRPRDK

NTDB id 341189 ETT69 RS09175 WP 136019163.1 QYLEKELHLTIDFALKEVTIDQITDRDKILLDLGSDQHVVSVKSKVYLSNNNQFQFTESRHKLEKFKFLDFARRRPK 237
NTDB id 440 SMU RS09330 WP 002273717.1 DYLENQLKLDIAYAQKIITIDQVSQKDKILLDLDSENHVVSVKSKVYLSNQQQFQFTESRHKLEKFRFVDFARRHRD 237
consensus !!! !*! ! *! ! *!!!!** *!!!!!!! !**!!!!!!!!!!!!!**!!!!!!!!!!!!!!*!*!!!!!**
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