Supplementary Figure S2. The in-silico investigation of the YfiB protein. (A) Clustal-Omega multiple sequence
alignment of YfiB protein homologs found in various Gram-negative bacteria, showing conserved and non-
conserved amino acid residues.
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Supplementary Figure S2. The in-silico investigation of the YfiB protein. (b) Weblogo representations of the
YfiB protein amino acid conservation. The height of amino acid code at each position reflects the comparative

incidence of the amino acid at that position and the total height of the pile denotes the degree of conservation at
each individual locus (measured in bits). The consensus sequence was derived from multiple sequence alignment

of YfiB protein sequences from various Gram-negative bacteria.
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Supplementary Figure S2. The in-silico investigation of the YfiB protein. (c) Phylogenetic tree illustrating the evolutionary distance between the YfiB protein homologs from
various gram-negative bacteria. Clustal-Omega alignment of the homologs was used to generate this phylogenetic tree and was created using the MEGA software, calculated by

the Maximum Composite Likelihood method.
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