Supplementary information 
· Supplementary File 1: Time-kill assay data across treatments and time points. 
· Supplementary File 2: Isothermal microcalorimetry heat-flow data.
· Supplementary File 3: Transcriptomic distance matrix used for PCoA analysis.
· Supplementary File 4: DESeq2 differential expression and interaction-model results.
· Supplementary File 5: KEGG pathway enrichment results.
· Supplementary File 6: RNA-seq sample metadata.
· Supplementary File 7: Raw featureCounts gene-level count matrix used for RNA-seq analysis.
· Supplementary File 8: EC45622 gene annotations.

