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GapA alignment and mutations
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Figure S1A. The multiple sequence alignment of nucleotides and translated nucleotides of gapA genes of the three
isolates.
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Figure S1B. Multiple sequence alignment of nucleotides and translated nucleotides of infB genes of the three
isolates.
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Figure S1C. Multiple sequence alignment of nucleotides and translated nucleotides of mdh genes of the three

isolates
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Figure S1D. Multiple sequence alignment of nucleotides and translated nucleotides of pgi genes of the three isolates
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Figure S1E. Multiple sequence alignment of nucleotides and translated nucleotides of phoE genes of the three isolates
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Figure S1F. Multiple sequence alignment of nucleotides and translated nucleotides of rpoB genes
of the three isolate
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Figure S1G. Multiple sequence alignment of nucleotides and translated nucleotides of tonB genes of the three isolate



