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Legend. Transcription factor (TF) families predicted for Pseudomonas aeruginosa PAO1
genome (accession number NC_002516.2) (18) using PredicTF and their mapping to P.
aeruginosa PAO1 growing in LB medium. A) A total of 199 TFs distributed in 25 TF
families were predicted in the P. aeruginosa PAOL genome. B) These 199 TFs were
mapped in the transcriptomic data of a reference of P. aeruginosa PAOL1 (Bioproject
identifier PRINA479711) (18). Initially, we did the mapping in the transcriptome of P.
aeruginosa PAOL cultured in LB media. Using this strategy, we were able to map 69 of
the 199 predicted TFs to the transcriptome.
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