
logo MKI F IHLPTWLGDATVMASPALYTVIKEHFKDNAQF I LYGSFLVSTALFKEFPNSKI I I ENKLQSRYKQALSLRKELGKIDFLSFA
NTDB id 314986 D3Z18 RS07890 WP 002884485.1 MKIFIHLPTWLGDAVMASPALYVIKEHFKNAQFILYGSLVSTALFKEFPNSKIIIENKQSRYKQALSLRKELGKIDFSFA 80
NTDB id 1241 Cj1148 YP 002344539.1 MKIFIHLPTWLGDTVMASPALYTIKEHFKDAQFILYGSFVSTALFKEFPNSKIIIENKLSRYKQALSLRKELGKIDLSFA 80
consensus !!!!!!!!!!!!! !!!!!!!! !!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!

logo FRSAFSSKI I LHI LKTKQRYFFDKNKHYKEEHQVLKYLYF I ENSLHS IKAHFLKDLKLPFKLKFQNSPL IVLKRNGKKI LGLNPGA
NTDB id 314986 D3Z18 RS07890 WP 002884485.1 FRSAFSSKIILHILKTKQRYFFDKNKHKEEHQVLKYLYFIENSLHIKAHLKDLKLPFKLKFQSPLVLKNGKKILGLNPGA 160
NTDB id 1241 Cj1148 YP 002344539.1 FRSAFSSKIILHILKTKQRYFFDKNKYKEEHQVLKYLYFIENSLSIKAHFKDLKLPFKLKFQNPLILRNGKKILGLNPGA 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!! !!*!*!!!!!!!!!!!!

logo SFGNSAKRWDASYFAKVALNFSQSHDE I L I FGAGKAEQELCNE IYQI LKEQNIKVKNLCNKTTIKTLCQNIAFCDLF ITNDS
NTDB id 314986 D3Z18 RS07890 WP 002884485.1 SFGNAKRWDASYFAKVALNFSQSHEILIFGAGKAEQELCNEIYQILKEQNIKVKNLCNKTTIKTLCQNIAFCDLFITNDS 240
NTDB id 1241 Cj1148 YP 002344539.1 SFGSAKRWDASYFAKVALNFSQSHDILIFGAGKAEQELCNEIYQILKEQNIKVKNLCNKTTIKTLCQNIAFCDLFITNDS 240
consensus !!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPMHI
LSAVYKVKTVAI FGPTKFTQTSPWQNENAKTLVHLDNLACMPCMQKTCPLKHHKCMKDLKPEKVI
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NTDB id 314986 D3Z18 RS07890 WP 002884485.1 GPMHISAVYKVKTVAIFGPTKFTQTSPWQNENATLVHLNLACMPCMQKTCPLKHHKCMKDLKPEVIVKAIQNLTNI... 316
NTDB id 1241 Cj1148 YP 002344539.1 GPMHLSAVYKVKTVAIFGPTKFTQTSPWQNENAKLVHLDLACMPCMQKTCPLKHHKCMKDLKPEKVIEQAKNLLKNSHL 319
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!! ** !! ***
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