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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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No sample size calculation was performed. 3-4 biologicial replicates were performed based on standard practices and previous experience
with these experimentation techniques.

No data was excluded.

3-4 biological replicates were performed for most experiments. In all experiments performed, genetic circuits functioned in a manner
consistent with the analysis and conclusions presented in this study.

There is no reason to believe that location on plate would affect results, therefore experiments were not randomized.

Data analysis was performed using code such as Schnitzells and custom code found at https://github.com/gszep/double-exclusivereporter so
individual investigator preferences were irrelevant and blinding was not required.

After experimental treatments, cells carrying circuit plasmids were diluted 1:6 in PBS and sampled from 96-well plates using a
high-throughput sampler.

BD FACSCelesta

Data was collected with BD FACSDiva 8.01. and analysed with FCS Express 7

No sorting was performed.




