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Data analysis

For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.

Data
Policy information about availability of data

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 description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Annotation: Refseq hg19 , Homer 4.11

Mapping: STAR version 2.7.10b

Heatmap: Morpheus (https://software.broadinstitute.org/morpheus/)

Statistics: Excel 15.30, GraphPad Prism 6.0 or 7.0, EdgeR 2.38.4

MST binding affinity analysis: MO. Affinity

Tm and IC50 analysis: GraphPad Prism 7.0

GI50 deltaTm analysis: GraphPad Prism 6.0

Quantification of chemoluminescent signals from Western blots: Amersham imager 600 1.2.0 software

crystallographic data analysis: XDS-20210323, CCP4-8.0.0005, coot-0.9.8.4

NMR spectra anaylsis: MestreNova-11.0.4-18998

structure modeling: Schrodinger suite 2019-1 (Schrodinger, NY)

The authors declare that the data supporting the findings of this study are available within the article and its Supplementary Information files, or are available on
request. Crystallographic data have been deposited at the Protein Data Bank under the PDB code 8CNC, 8QDG, and 8QDI. The RNAseq data are deposited under
GSE235595. The accession codes of all other PDB coordinate files referenced in this study are: 6H1E and 2RFI. Source data are provided with this paper.
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A sample size of three technical replicates per biological replicate and three or four biological replicates was used for statistical analysis

No data were excluded from the analyses

To verify the reproducibility of the experimental findings, we repeated the experiments at least two times . Experiments were repeated by
different investigators. All attempts at replication were successful.

The experiments were not randomized

Investigators were not blinded during experiments analysis and outcome assessment.




