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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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The raw data generated in this study has been deposited in the GEO database under accession code GSE167609. The binding site predictions used in this study are
available in the SwissRegulon database (https://swissregulon.unibas.ch/sr/downloads). The source data files with the results of this paper are openly accessible in
Zenodo under the DOI 10.1101/2021.03.17.43588786.

No sample size was chosen in advance.

Data were not excluded from the analysis.

All the computational findings of this study were reproducible. scRNA-seq experiments were not replicated for luck of funding.

Randomization was not relevant in this study as controlling for confounding factors was not required.

This study did not involve any clinical research thus blinding was not relevant and was not used.




