
logo MKI F IHLPTWLGDATVMASPALYATIKEHFKDNAQF I LYGSFLVSTALFKEFPNSKI I I ENKLQSRYKQALSLRKELGKIDFLSFA
NTDB id 239493 CGZ78 RS05610 WP 002869014.1 MKIFIHLPTWLGDAVMASPALYAIKEHFKNAQFILYGSLVSTALFKEFPNSKIIIENKQSRYKQALSLRKELGKIDFSFA 80
NTDB id 1241 Cj1148 YP 002344539.1 MKIFIHLPTWLGDTVMASPALYTIKEHFKDAQFILYGSFVSTALFKEFPNSKIIIENKLSRYKQALSLRKELGKIDLSFA 80
consensus !!!!!!!!!!!!! !!!!!!!! !!!!!! !!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!! !!!

logo FRSAFSSKI I LHI LKTKQRYFFDKNKHYKEEHQVLKYLYF I ENSLS IKAHFKDLKLPFKLKFQNPL IVLKRNGKKI LGLNPGA
NTDB id 239493 CGZ78 RS05610 WP 002869014.1 FRSAFSSKIILHILKTKQRYFFDKNKHKEEHQVLKYLYFIENSLSIKAHFKDLKLPFKLKFQNPLVLKNGKKILGLNPGA 160
NTDB id 1241 Cj1148 YP 002344539.1 FRSAFSSKIILHILKTKQRYFFDKNKYKEEHQVLKYLYFIENSLSIKAHFKDLKLPFKLKFQNPLILRNGKKILGLNPGA 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!

logo SFGSAKRWDAVSYFAKVALNFSQSHDE I L I FGAGKAEQELCNE IYQI LKEQNIKVKNLCNKTTIKTLCQNIAFCDLF ITNDS
NTDB id 239493 CGZ78 RS05610 WP 002869014.1 SFGSAKRWDVSYFAKVALNFSQSHEILIFGAGKAEQELCNEIYQILKEQNIKVKNLCNKTTIKTLCQNIAFCDLFITNDS 240
NTDB id 1241 Cj1148 YP 002344539.1 SFGSAKRWDASYFAKVALNFSQSHDILIFGAGKAEQELCNEIYQILKEQNIKVKNLCNKTTIKTLCQNIAFCDLFITNDS 240
consensus !!!!!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GPMHI
LSAVYKVKTVAI FGPTKFTQTSPWQNENAKLVHLDLACMPCMQKTCPLKHHKCMKDLKPE I

K
I
V I EQVASKNQLLFKLNNSHL

NTDB id 239493 CGZ78 RS05610 WP 002869014.1 GPMHISAVYKVKTVAIFGPTKFTQTSPWQNENAKLVHLDLACMPCMQKTCPLKHHKCMKDLKPEIIIEVSKQLLFLN.. 317
NTDB id 1241 Cj1148 YP 002344539.1 GPMHLSAVYKVKTVAIFGPTKFTQTSPWQNENAKLVHLDLACMPCMQKTCPLKHHKCMKDLKPEKVIEQAKNLLKNSHL 319
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!! !*!! **
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