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- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization
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Data collection from public repositories has been aknowledged as pKJK5 plasmid GenBank record AM261282.1 and Pseudomonas putida KT2440 genome
(ASM756v2 on EnsemblBacteria).

All sequence data produced in this publication are publicly available through the National Center for Biotechnology Information’s SRA repository under accession
number PRJNA1019643.
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For single-cell transcriptomics, cells with less than 85 UMI counts were sorted out. This treshold was chosen to be above the sharp drop of
UMIs as determined with the knee-graph (UMI count per barcode rank [51]; figure S3). This left samples sizes of 3165 cells (Control E1
experiment) and 1486 cells (E2 experiment). We consider that this sample size was sufficient since cell identity could be retraced from the
clustering [51].

No data exclusion

Bulk transcriptomics, flow cytometry , growth curve, and competition experiments were independent experiments with 3 to 12 biological
replicates.

Single-cell transcriptomics was repeated twice independently.

All attemps of replication were succesful.

Biological replicates originate from randomly chosen distinct colonies selected on LB agar plates from frozen (-80°C) culture stocks. Samples
were compared to the corresponding control so that no randomization process was necessary.

Blinding for group allocation is not relevant for our study as group allocation is not part of the experimental design




