
logo MKFYEVEFLKNNQNYTKTIKAENLNTAQAKALSKNWKI IDIKE IQKSNFQRLKDENF I LFFKELALLCEVGLSVQEAIRE
NTDB id 422844 G3R55 RS06955 WP 032584551.1 MKFYEVEFLKNNQNYTKTIKAENLNTAQAKALSKNWKIIDIKEIQKSNFQRLKDENFILFFKELALLCEVGLSVQEAIRE 80
NTDB id 1228 CJJ81176 RS07045 WP 002869197.1 MKFYEVEFLKNNQNYTKTIKAENLNTAQAKALSKNWKIIDIKEIQKSNFQRLKDENFILFFKELALLCEVGLSVQEAIRE 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LYFLMHSCKIMKKI LDNL I LAQNLNQAFENANFGLNRAELAL IKTAEKTGKI SEVFSQI SKLREKSLESQKQLKKAFRYPT
NTDB id 422844 G3R55 RS06955 WP 032584551.1 LYLMHSCKIMKKILDNLILAQNLNQAFENANFGLNRAELALIKTAEKTGKISEVFSQISKLREKSLESQKQLKKAFRYPT 160
NTDB id 1228 CJJ81176 RS07045 WP 002869197.1 LYFMHSCKIMKKILDNLILAQNLNQAFENANFGLNRAELALIKTAEKTGKISEVFSQISKLREKSLESQKQLKKAFRYPT 160
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LVFLS I IGAFLFLMLFVVPNFKDLFENLGVSLPF ITHAVMLE IYNFLDDYGI FC I FLFVI F INVML I LAYKNFHSFAFSCDF
NTDB id 422844 G3R55 RS06955 WP 032584551.1 LVFLSIIGAFLFLMLFVVPNFKDLFENLGVSLPFITHAMLEIYNFLDDYGIFCIFLFVIFNVMLILAYKNFHSFAFSCDF 240
NTDB id 1228 CJJ81176 RS07045 WP 002869197.1 LVFLSIIGAFLFLMLFVVPNFKDLFENLGVSLPFITHVMLEIYNFLDDYGIFCIFLFVIFIVMLILAYKNFHSFAFSCDF 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo LFLKI
VPL I SRL I IYNQNYYFFMVFSLLLKNGI S I SKAFDLAI IGLENKFL I FQYKKLFSF IDNSGLELSQAFKKIDI FDSL

NTDB id 422844 G3R55 RS06955 WP 032584551.1 LFLKIPLISRLIIYNQNYYFFMVFSLLLKNGISISKAFDLAIIGLENKFLIFQYKKLFSFINSGLELSQAFKKIDIFDSL 320
NTDB id 1228 CJJ81176 RS07045 WP 002869197.1 LFLKVPLISRLIIYNQNYYFFMVFSLLLKNGISISKAFDLAIIGLENKFLIFQYKKLFSFIDSGLELSQAFKKIDIFDSL 320
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!

logo VFSMLSVAMKSGRLEVLSEE IAKYYQQKSENLMDRFL IVFLEPMMTLFVAFLLVLFLALGI FLPMWELSSGVNFN
NTDB id 422844 G3R55 RS06955 WP 032584551.1 VFSMLSVAMKSGRLEVLSEEIAKYYQQKSENLMDRFLIFLEPMMTLFVALLVLFLALGIFLPMWELSSGVNFN 393
NTDB id 1228 CJJ81176 RS07045 WP 002869197.1 VFSMLSVAMKSGRLEVLSEEIAKYYQQKSENLMDRFLVFLEPMMTLFVAFLVLFLALGIFLPMWELSSGVNF. 392
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*
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