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The aim of this study was to clarify the function of YahO, CybC and HdeA
among the specific protein amino acid mutations in antimicrobial resistant E. coli ST131 discovered
in our previous report. Focusing on biofilm formation and acid resistance capacity, mRNA expression
quantification and various phenotypic tests were performed, but no particularly significant results
were obtained. On the other hand, in pull-down assays with high expressing strains, only YahO E34A
detected HchA proteins, suggesting protein-protein interactions. In addition, whole-genome and
RNA-seq analyses revealed several characteristic gene expressions that were highly expressed when
ST131 pandemic clade C1-M27 was grown in low-nutrient culture.
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