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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
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Software

Sample sizes were chosen to match typical practices in the field (e.g. a million cell measured per sample using flow cytometry). Three
independent biological replicates were performed for each experiment.

No data were excluded from the analyses.

Three biological replicates were preformed for all samples assessed and in all cases good concordance was found between measurements.
Average (mean) values are given for all measurements.

In each experimental group, the sample was inoculated from a single randomly chosen colony.

Blinding is not relevant for this study because our data are not based on qualitative metrics and binding during group allocations is not
relevant as cultures were randomly allocated to experimental groups with no control over which cells would be selected for each.
Furthermore, this study involved no human or animal participants.

Bacterial cultures in exponential phase growth harboring our genetic devices were diluted 1:10 (10 !L into 90 !L) in
phosphate-buffered saline (PBS) containing 2 mg/mL kanamycin to halt translation and incubated at room temperature for 1
hour to allow for maturation of the GFP before performing flow cytometry.

Acea Biosciences NovoCyte 3000 flow cytometer equipped with a NovoSampler.

Data was analyzed using the FlowCal Python package version 1.2 (Castillo-Hair et al. ACS Synthetic Biology 5, 774-780, 2016).




