
Supplementary figures 

 
Figure S1. Comparison of nucleic acid sequences of fexA gene. 
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fexA_AJ549214 1 AT G AAAAAGG AT AG T AAAT C T AAAG AAAT G AT T C AAT C T G AAAAAAGGGG T T C T AC T AGGC T T T T AAT G AT GG T AC T C T CCC T AT C T G T A 90
fexA_CP048762 1 AT G AAAAAGG AT AG T AAAT C T AAAG AAAT G AT T C AAT C T G AAAAAAGGGG T T C T AC T AGGC T T T T AAT G AT GG T AC T C T CCC T AT C T G T A 90
fexA_CP048771 1 AT G AAAAAGG AT AG T AAAT C T AAAG AAAT G AT T C AAT C T G AAAAAAGGGG T T C T AC T AGGC T T T T AAT G AT GG T AC T C T CCC T AT C T G T A 90
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fexA_AJ549214 91 C T T G T AGG T GC AAT T ACGGC T G AT T T AG T C AAT CCCG T AC T T CC AC T AAT AAGC AAAG AT T T AG AAGC T T CG AAAT C T C AAG T G AG T T GG 180
fexA_CP048762 91 C T T G T AGG T T C AAT T ACGGC T G AT TC AG T C AAT CCCG T AC T T CC AC T AAT AAGC AAAGC T T T AG AAGC T T CG AAAT C T C AAG T G AG T T GG 180
fexA_CP048771 91 C T T G T AGG T T C AAT T ACGGC T G AT T C AG T C AAT CCCG T AC T T CC AC T AAT AAGC AAAGC T T T AG AAGC T T CG AAAT C T C AAG T G AG T T GG 180
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fexA_AJ549214 181 AT AG T T AG T GG T AT T GC AC T T G T T C T T GCG AT T GG AG T T CCG AT T T AT GG T CG AAT C T C AG AC T T T T T T G AG T T ACG AAAGC T AT AT AT C 270
fexA_CP048762 181 AT AG T T AG T GG T AT T GC AC T T G T T C T T GCG AT T GG AG T T CCG AT T T AT GG T CG AAT C T C AG AC T T T T T T G AG T T ACG AAAGC T AT AT AT C 270
fexA_CP048771 181 AT AG T T AG T GG T AT T GC AC T T G T T C T T GCG AT T GG AG T T CCG AT T T AT GG T CG AAT C T C AG AC T T T T T T G AG T T ACG AAAGC T AT AT AT C 270

280 290 300 310 320 330 340 350 360
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

fexA_AJ549214 271 T T T GCC AT T AT G AT T C T GGC AAG T GG T AG T C T T T T AT G T GC AAT T GCCCCG AACC T CCC AT T G T T GG T T T T GGG AAG AAT GG T T C AGGG T 360
fexA_CP048762 271 T T T GCC AT T AT G AT T C T GGC AAG T GG T AG T C T T T T AT G T GC AAT T GCCCCG AACC T CCC AT T G T T GG T T T T GGG AAG AAT GG T T C AGGG T 360
fexA_CP048771 271 T T T GCC AT T AT G AT T C T GGC AAG T GG T AG T C T T T T AT G T GC AAT T GCCCCG AACC T CCC AT T G T T GG T T T T GGG AAG AAT GG T T C AGGG T 360
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fexA_AJ549214 361 GC T GGG AT G T CCGC AAT T CC AG T T C T AT C AAT C AT T GC AAT T T CG AAGG T T T T CCC AC AAGG AAAACG T GGGGG AGC T T T GGG AAT T AT C 450
fexA_CP048762 361 G T T GGG AT G T CCGC AAT T CC AG T T C T AT C AG T C AT T GC AAT T T CG AAGG T T T T CCC AC AAGG AAAACG T GGGGG AGC T T T GGG AAT T AT C 450
fexA_CP048771 361 GC T GGG AT G T CCGC AAT T CC AG T T C T AT C AG T C AT T GC AAT T T CG AAGG T T T T CCC AC AAGG AAAACG T GGGGG AGC T T T GGG AAT T AT C 450
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fexA_AJ549214 451 GC AGG AAG T AT T GG T G T T GG AAC T GC T GC T GG T CC AAT AT T T GG T GG AG T AG T T GG T C AAT AT T T AGGG T GG AAT GCC T T G T T T T GG T T C 540
fexA_CP048762 451 GC AGG AAG T AT T GG T G T T GG AAT T GC T GC T GG T CC AAT AT T T GG T GG AG T AG T T GG T C AAT AT T T AGGG T GG AAT GCC T T G T T T T GG T T C 540
fexA_CP048771 451 GC AGG AAG T AT T GG T G T T GG AAC T GC T GC T GG T CC AAT AT T T GG T GG AG T AG T T GG T C AAT AT T T AGGG T GG AAT GCC T T G T T T T GG T T C 540

550 560 570 580 590 600 610 620 630
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

fexA_AJ549214 541 AC AT T T T T G T T AGCC AT T AT G AT T G T T AT T GG T GCC T AC T ACGCG T T ACCG AC AAT T AAACCGGC AG AAT CCG T AGG AAGC AAT AAG AAC 630
fexA_CP048762 541 AC AT T T T T G T T AGCC AT T AT G AT T G T T AT T GG T GCC T AC T ACGCG T T ACCG AC AAT T AAACCGGC AG AAT CCG T AGG AAGC AAT AAG AAC 630
fexA_CP048771 541 AC AT T T T T G T T AGCC AT T AT G AT T G T T AT T GG T GCC T AC T ACGCG T T ACCG AC AAT T AAACCGGC AG AAT CCG T AGG AAGC AAT AAG AAC 630
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fexA_AJ549214 631 T T T G AT T T C AT T GG T GG T T T AT T CC T CGGCC T C AC AG T AGG AT T AC T CC T T T T T GGC AT C AC T C AAGG AG AAAC T T C T GG T T T T T C T T CG 720
fexA_CP048762 631 T T T G AT T T C AT T GG T GG T T T AT T CC T CGGCC T C AC AG T AGG AT T AC T CC T T T T T GGC AT C AC T C AAGG AG AAAC T T C T GG T T T T T C T T CG 720
fexA_CP048771 631 T T T G AT T T C AT T GG T GG T T T AT T CC T CGGCC T C AC AG T AGG AT T AC T CC T T T T T GGC AT C AC T C AAGG AG AAAC T T C T GG T T T T T C T T CG 720
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fexA_AJ549214 721 T T C T C AT CG T T AAC T AGCC T AAT T GG T T C T G T T G T AGC T T T GG T GGG AT T T AT T T GG AG AAT T G T T ACCGC AG AAAAT CC AT T T G T ACC A 810
fexA_CP048762 721 T T C T C AT CG T T AAC T AGCC T AAT T GG T T C T G T T G T AGC T T T GG T GGG AT T T AT T T GG AG AAT T G T T ACCGC AG AAAAT CC AT T T G T ACC A 810
fexA_CP048771 721 T T C T C AT CG T T AAC T AGCC T AAT T GG T T C T G T T G T AGC T T T GG T GGG AT T T AT T T GG AG AAT T G T T ACCGC AG AAAAT CC AT T T G T ACC A 810
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fexA_AJ549214 811 CC T G T CC T G T T C AAT AAC AAGG AT T AT G T C AAT ACGG T C AT AAT T GC AT T T T T T T CG AT G T T T GC T T AT T T CGC T G T T C T T G T G T T CG T C 900
fexA_CP048762 811 CC T G T CC T G T T C AAT AAC AAGG AT T AT G T C AAT ACGG T C AT AAT T GC AT T T T T T T CG AT G T T T GC T T AT T T CGC T G T T C T T G T G T T CG T C 900
fexA_CP048771 811 CC T G T CC T G T T C AAT AAC AAGG AT T AT G T C AAT ACGG T C AT AAT T GC AT T T T T T T CG AT G T T T GC T T AT T T CGC T G T T C T T G T G T T CG T C 900
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fexA_AJ549214 901 CC AT T AC T AG T CG T T G AGG T G AAT GG AC T C T C T T C T GG AC AGGC T GG AAT G AT AT T G T T GCC AGG T GG T G T GGC T G T T GC AAT C T T AT C T 990
fexA_CP048762 901 CC AT T AC T AG T C AT T G AGG T G AAT GG AC T C T C T T C T GG AC AGGC T GG AAT G AT AT T G T T GCC AGG T GG T G T GGC T G T T GC AAT C T T AT C T 990
fexA_CP048771 901 CC AT T AC T AG T C AT T G AGG T G AAT GG AC T C T C T T C T GG AC AGGC T GG AAT G AT AT T G T T GCC AGG T GG T G T GGC T G T T GC AAT C T T AT C T 990
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fexA_AJ549214 991 CCC T T CG T T GGCCG T C T T T C T G AT CG AT T T GGGG AT AAACG T C T G AT AAT T AC T GGG AT G AC T C T G AT GGGGC T G T C T ACC T T AT T C T T G 1080
fexA_CP048762 991 CCC T T CG T T GGCCG T C T T T C T G AT CG AT T T GGGG AT AAACG T C T G AT AAT T AC T GGG AT G AC T C T G AT GGGGC T G T C T ACC T T AT T C T T G 1080
fexA_CP048771 991 CCC T T CG T T GGCCG T C T T T C T G AT CG AT T T GGGG AT AAACG T C T G AT AAT T AC T GGG AT G AC T C T G AT GGGGC T G T C T ACC T T AT T C T T G 1080

1090 1100 1110 1120 1130 1140 1150 1160 1170
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

fexA_AJ549214 1081 T CC ACC T AT GC AT C T GG T GC T T C ACC T C T G T T AG T T T CCG T GGGGG T CC T CGG AG T AGGG AT T GC T T T T GC AT T C ACG AAT T C T CCCGC A 1170
fexA_CP048762 1081 T CC ACC T AT GC AT C T GG T GC T T C ACC T C T G T T AG T T T CCG T GGGGG T CC T CGG AG T AGGG AT T GC T T T T GC AT T C ACG AAT T C T CCCGC A 1170
fexA_CP048771 1081 T CC ACC T AT GC AT C T GG T GC T T C ACC T C T G T T AG T T T CCG T GGGGG T CC T CGG AG T AGGG AT T GC T T T T GC AT T C ACG AAT T C T CCCGC A 1170
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fexA_AJ549214 1171 AAT AACGCCGC AG T AAG T GC AC T CG AT GC AG AC AAGG T T GG T G T CGG AAT GGGG AT T T T CC AAGG T GC T T T G T ACC T T GG AGC AGG AAC T 1260
fexA_CP048762 1171 AAT AACGCCGC AG T AAG T GC AC T CG AT GC AG AC AAGG T T GG T G T CGG AAT GGGG AT T T T CC AAGG T GC T T T G T ACC T T GG AGC AGG AAC T 1260
fexA_CP048771 1171 AAT AACGCCGC AG T AAG T GC AC T CG AT GC AG AC AAGG T T GG T G T CGG AAT GGGG AT T T T CC AAGG T GC T T T G T ACC T T GG AGC AGG AAC T 1260
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fexA_AJ549214 1261 GG AGC AGG T AT G AT T GG AGC AT T AT T AT CCGC T CG ACG T G AT GC T AC T G AGCCG AT AAAT CC AT T AT AT AT AT T GG ACGC T AT G T CC T AC 1350
fexA_CP048762 1261 GG AGC AGG T AT G AT T GG AGC AT T AT T AT CCGC T CG ACG T G AT GC T AC T G AGCCG AT AAAT CC AT T AT AT AT AT T GG ACGC T AT G T CC T AC 1350
fexA_CP048771 1261 GG AGC AGG T AT G AT T GG AGC AT T AT T AT CCGC T CG ACG T G AT GC T AC T G AGCCG AT AAAT CC AT T AT AT AT AT T GG ACGC T AT G T CC T AC 1350
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fexA_AJ549214 1351 T C AG AT GCG T T CC T T GC AGC T AC AGGGGC AAT AC T C AT T GCC T T AAT AGC T GG AT T AGG T T T AAAAAAGCG T GGG T AA 1428
fexA_CP048762 1351 T C AG AT GCG T T CC T T GC AGC T AC AGGGGC AAT AC T C AT T GCC T T AAT AGC T GG AT T AGG T T T AAAAAAGCG T GGG T AA 1428
fexA_CP048771 1351 T C AG AT GCG T T CC T T GC AGC T AC AGGGGC AAT AC T C AT T GCC T T AAT AGC T GG AT T AGG T T T AAAAAAGCG T GGG T AA 1428



 
Figure S2. Comparison of promoter regions of fexA gene. 

 
Figure S3. Genetic environment contents of fexA gene in staphylococci, enterococci and 

Campylobacter. 


