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Project aim: Screening of conditionally essential genes for C. difficile survival in Fig. 3:(A) Bacterial counts from single or dual-species biofilms formed at different time points.
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TraDIS (N =4).
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Candidate conditionally essential genes identified in dual-species biofilm

A B Table 1: Top conditionally essential genes ranked based on log2Foldchange and adjusted P-value.
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Using TraDIS technique, a total of 122 conditionally essential genes required for C. difficile survival during dual-species biofilm growth with

B. vulgatus were identified. These genes were associated with enriched pathways involved in quorum sensing and pyrimidine metabolism,

suggesting the importance of interspecies communication and metabolic adaptation within mixed biofilms. Overall, TraDIS successfully Biotechnology and

Biological Sciences

identified candidate genetic determinants contributing to C. difficile fitness and persistence in polymicrobial biofilm environments. Rosocioh Conmn




