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No explicit calculations were performed to determine sample size. A typical sci-RNA-seq experiment can profile transcriptomes of 1000-7000
cells. We reasoned that profiling > 200 cells per condition in a single experiment should be sufficient to observe the necessary transcriptomic
changes induced by the drugs.

No data were excluded in this study.

The flavopiridol timecourse experiment (Figure 2) was performed with one replicate per condition but the results were validated using bulk
RNA-seq with ERCC spike-ins. For HDAC inhibitor timecourse experiment (Figure 3), each treatment condition was performed in two replicate
wells. For HDAC inhibitor and dexamethasone co-treatment experiment (Figure 4), each treatment condition was performed in two replicate
wells.

The order of samples were randomized during drug treatments and library preparation.

Investigators were blinded to group allocation during data collection, sequencing, and analysis.

HEK293T embryonic kidney cells (CRL-3216) and A549 lung epithelial cells (CCL-185) were purchased from ATCC.

None of the cell lines were authenticated.

HEK293T and A549 cells were tested and confirmed negative for mycoplasma contamination.

No commonly misidentified cell lines were used.

For Supplementary Fig. 2, we used female and male wildtype AB zebrafish raised at 28.5C under 14:10 light:dark cycles for 24 hpf.

The study did not involve wild animals.

The study did not involve samples collected from the field.




