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Screening drug resistance suppression targets through comprehensive construction
of E. coli double knockout strains
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In this study, we aimed to identify target genes that suEpress bacterial
antimicrobial resistance through a comprehensive screening using an E. coli knockout library. We
obtained time-series dynamics data by detecting changes in the frequency of each deletion strain,
using identifier sequences each strain carries, when the mixed culture of the E. coli gene deletion
library was exposed to antibiotics. From this data, we identified candidate drug-resistant strains
that showed growth while most of the population died. We then constructed conjugation-transfer
strains to comprehensively introduce the gene deletion regions of these candidate strains into the
entire gene deletion library. Although we conducted double deletion strain construction experiments
on agar plates, the conjugation efficiency of the candidate strains was very low, and we were unable
to 1dentify targets for drug resistance suppression.
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