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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 list of figures that have associated raw data
- A description of any restrictions on data availability

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.
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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

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

Validation

The Hi-C data of granulosa cells (GCs) generated in this study have been deposited in the GEO database under accession codehave been deposited in GEO under
accession codes GSE167064. The bulk RNA-seq, single cell RNA-seq, ATAC-seq, and ChIP-seq data generated in this study have been deposited in the GEO database
under accession codeRaw and processed data of bulk RNA-seq, single cell RNA-seq, ATAC-seq, and ChIP-seq have been deposited in GEO under accession codes
GSE181756. Chicken hearts single cell RNA-seq data was downloaded from GEO database under accession codes GSE149457. Chicken embryonic fibroblasts,
chicken immature and mature erythrocytes Hi-C data was downloaded from GEO database under accession codes GSE96037. All other data supporting the findings
of this study are available within the article and its Supplementary Information files or from the corresponding author upon reasonable request. A reporting
summary for this Article is available as a Supplementary Information file. Source data are provided with this paper.

No prior sample size determination was conducted. All experiments were conducted in 1-6 biological replicates. Statistical testing

ensured significant findings.

No data were excluded from the study.

The study integrated RNA-seq (10 stages with 6 biological replicates in each stage) , Single cell RNA-seq (3 stages with 1 biological replicate in
each stage),Hi-C (3 stages with 2 biological replicates in each stage), ATAC-seq (3 stages with 1 biological replicate in each stage), ChIP-seq (3
stages with 2 biological replicates in each stage).

Not relevant to our study since we did not use settings of experiment/control groups.

Not relevant to our study since we did not use settings of experiment/control groups.

Antibody used for immunoprecipitation: Rabbit polyclonal anti-Histone H3K27ac (Abcam, Cat. #ab4729), used at 1:100.

This antibody was extensively validated in previously published papers and by suppliers.
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Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

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

ChIP-seq

Data deposition

Confirm that both raw and final processed data have been deposited in a public database such as GEO.

Confirm that you have deposited or provided access to graph files (e.g. BED files) for the called peaks.

Data access links
May remain private before publication.

Files in database submission

Genome browser session
(e.g. UCSC)

Methodology

Replicates

Sequencing depth

Antibodies

Peak calling parameters

Chicken (Gallus gallus domesticus, Luhua hens, female, 31-week-old).

No wild animals used in the study.

No field-collected samples used in the study.

All animal protocols were approved by the Institutional Animal Care and Use Committee of Sichuan Agricultural University (protocol
number B20171910). The methods were carried out in accordance with the approved guidelines.

ChIP-seq data have been deposited in GEO under accession codes GSE181756.

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE181756

IP-SWF-A-H3K27Ac_1.clean.fq.gz

IP-SWF-A-H3K27Ac_2.clean.fq.gz

IP-SWF-B-H3K27Ac_1.clean.fq.gz

IP-SWF-B-H3K27Ac_2.clean.fq.gz

IP-F1-A-H3K27Ac_1.clean.fq.gz

IP-F1-A-H3K27Ac_2.clean.fq.gz

IP-F1-B-H3K27Ac_1.clean.fq.gz

IP-F1-B-H3K27Ac_2.clean.fq.gz

IP-POF-A-H3K27Ac_1.clean.fq.gz

IP-POF-A-H3K27Ac_2.clean.fq.gz

IP-POF-B-H3K27Ac_1.clean.fq.gz

IP-POF-B-H3K27Ac_2.clean.fq.gz

IN-SWF-A_1.clean.fq.gz

IN-SWF-A_2.clean.fq.gz

IN-SWF-B_1.clean.fq.gz

IN-SWF-B_2.clean.fq.gz

IN-F1-A_1.clean.fq.gz

IN-F1-A_2.clean.fq.gz

IN-F1-B_1.clean.fq.gz

IN-F1-B_2.clean.fq.gz

IN-POF-A_1.clean.fq.gz

IN-POF-A_2.clean.fq.gz

IN-POF-B_1.clean.fq.gz

IN-POF-B_2.clean.fq.gz

IP-SWF_AllEnhancers.table.txt

IP-F1_AllEnhancers.table.txt

IP-POF_AllEnhancers.table.txt

No longer applicable.

3 stages with 2 biological replicates in each stage.

967M of total number reads, 687M of uniquely mapped reads, 150bp length of reads.

Antibody used for immunoprecipitation: Rabbit polyclonal anti-Histone H3K27ac (Abcam, Cat. #ab4729), used at 1:100.

macs2 callpeak --SPMR --bdg --verbose=2 --format=BAMPE --gsize=1065365425 --keep-dup=all --qvalue=0.05

bwa mem -t 10 -k 32 -M -R

bwa index galGal6.fa




