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No sample size calculations were performed. Sample sizes were chosen to align with what is typical in the field.

In Fig 1d, samples were excluded that contained fewer than 6 cells in order to ensure that summary values represented population responses.
Of the 12 cell line clones for each construct type, only up to 2 clones needed to be excluded. The threshold value of 6 cells was used for a CV
of 40%.

All attempts at replication were successful and at least two independent experiments were performed at least two days apart.

Most experiments were performed on immortalized cell lines, which were uniformly allocated to individual sample wells for transfection. For
single cell sorting, an identical number of single cells were collected for each construct/treatment type. For the TetOn construct, plates of cells
were randomly assigned to the treatment (+DOX) group or non-treatment (-DOX) group. 12 clones were picked randomly from each construct
group for further evaluation.

Investigators were not blinded to allocation during experiments due to limitations in personnel required to separately carry-out sample
preparation and data collection.

HEK-293FT cells: Thermo Fisher, CHO-K1 cells: ATCC

None of the cell lines were authenticated.

All cell lines tested negative for mycoplasma.
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