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All data, including plasmid maps, are available at https://doi.org/10.5281/zenodo.4421105.

- ABC SMC population sizes were chosen depending on what could feasibly be completed during an allocated HPC clock time.

- Sample sizes for wetlab experiments were chosen to maximise the number of data points given the restrictions of the equipment used i.e.
number of wells in a microtitre plate.

Blank media wells on microtitre plates were excluded if they showed growth. Specifically 5 of 20 blank wells for dilution experiments and 1 of
24 blank wells for the AHL concentration experiments.

- ABC SMC replicates were aggregated and split into three groups. Standard deviation between groups was used to confirm adequate
representation of the posterior distributions.

- Flow cytometry characterisations and agar spot inhibition assays were performed in triplicate.

- Plate reader experiments were performed with between 2 and 4 replicates depending on the experimental conditions. All replicates were
successful and are plotted as individual data points.

- Prior distributions were sampled from randomly.

- Isogenic bacteria were used so no randomization was required to control for genomic differences.

Blinding does not apply to our study. Data processing was automated.




