


2

n
atu

re
p

o
rtfo

lio
|

rep
o

rtin
g

su
m

m
ary

M
a

rch
2021

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

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Flow Cytometry

Plots

Confirm that:

The axis labels state the marker and fluorochrome used (e.g. CD4-FITC).

The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a 'group' is an analysis of identical markers).

All plots are contour plots with outliers or pseudocolor plots.

A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

Instrument

All experiments were performed as biological triplicates unless stated otherwise. No statistical methods were applied to determine the

sample size. The results were reproducible across replicates and thus the sample size was deemed sufficient. Triplicates were chosen as the
sample size since it is considered a valid analytical approach in the field.

Figure 5: Two strains with integrations of the SEGA landing pad in particular genome locations were excluded after mutations in the tetA

selection marker were found. The two strains were excluded from all analyses. Figure 4: Two replicates of the uninduced sample of PTrc-low-

BCD-YidC-gfp were excluded after mutations in the gfp coding sequence were found. These exclusion criteria are pre-established since
mutations in coding-regions can alter protein levels and therefore the results obtained for these samples are not reliable.

All experiments were performed as biological triplicates, unless stated otherwise. All attempts at replication were successful.

No randomization was performed as it is not relevant for the presented study. In the field, randomization is not considered a necessary
analytical approach for the presented experiments.

No blinding was performed as it is not relevant for the presented study. In the field, blinding is not considered a necessary analytical approach
for the presented experiments.

Bacterial cells in culture medium or diluted in PBS
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