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Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods

BLASTX (v.2.6.0)

BWA (v0.7.15)

SAMTools (v1.9)

MACS2 (v2.1.0)

ROSE (http://younglab.wi.mit.edu/super_enhancer_code.html)

BEDTools (v2.26.0)

LiftOver (https://genome.ucsc.edu/cgi-bin/hgLiftOver)

GREAT (v3.0.0)

HOMER (v4.10.3)

TOMTOM (v4.11.2)

Bowtie2 (v2.3.4.1)

Picard (v1.126)

TOBIAS (v0.10.1)

HiC-Pro (v2.9.0)

juicer (v1.8.9)

IGV (v2.4.18)

Treeview3 (https://bitbucket.org/TreeView3Dev/treeview3/)

TopDom (v0.0.2)

VCFtools (v0.1.15)

ToppGene (https://toppgene.cchmc.org/enrichment.jsp)

R (v3.4.3)

preprocessCore R package (v1.40.0)

pheatmap R package (v1.0.12)

DEseq2 R package (v1.16.1)

edgeR R package (v3.20.9)

R (v3.6.3)

qsmooth R package (v1.2.0)

Raw sequencing data have been submitted to Sequence Read Archive (SRA) under the Bioproject accession number PRJNA597497. Processing data files have been
submitted to Gene Expression Omnibus (GEO) under the accession number GSE143288.

In our study, we collected a total of 61 samples of 12 tissues from two-week old piglets of two Western commercial (Large white and Duroc)
and two Chinese local (Meishan and Enshi black ) breeds. There was no statistical method was used to predetermine sample size.

No data exclusion.

Two replicates were used for ChIP-seq, ATAC-seq, and RNA-seq. Four replicates were used for the Dual-Luciferase Reporter Assay.

The predicted promoters and enhancers were verified by Dual-Luciferase Reporter Assay System, which were randomly selected.

Blinding was not relevant to our study.
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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

Eukaryotic cell lines
Policy information about cell lines

Cell line source(s)

Authentication

Mycoplasma contamination

Commonly misidentified lines
(See ICLAC register)

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

H3K4me3 (Millipore Cat# 04-745, RRID: AB_1163444)

H3K27ac (Abcam Cat# ab4729, RRID: AB_2118291)

These two primary antibodies used are all high-quality commercial antibodies against Histone H3 modifications, validated as ChIP
grade by the manufacturer (Millipore and Abcam):

https://www.emdmillipore.com/US/en/product/Anti-trimethyl-Histone-H3-Lys4-Antibody-clone-MC315-rabbit-
monoclonal,MM_NF-04-745

https://www.abcam.com/histone-h3-acetyl-k27-antibody-chip-grade-ab4729.html

the Histone Antibody Specificity Database (http://www.histoneantibodies.com)

the Antibody Validation Database (http://compbio.med.harvard.edu/antibodies/).

C2C12, 3D4-21, and HEK-293T cells were provided by ATCC.

They were validated by the manufacturer (ATCC).

They were tested negative for Mycoplasma by Myco-Blue Mycoplasma Detector kit (Vazyme, D101-01)

No commonly misidentified cell lines were used in this study.

Four domestic pig breeds were selected, including two Chinese local breeds of Meishan (MS) and Enshi Black (ES) and two Western
commercial breeds of Duroc and Large White (LW). The following tissue samples were collected from two male piglets at the age of
two weeks from each breed: skeletal muscle, spleen, heart, kidney, liver, fat, lung, pancreas, thymus, cerebrum, cerebellum, and
duodenum.

The study did not involve wild animals.

All sample were collected in Hubei Province P.R.China.

All experimental protocols were approved by the Ethics Committee of Huazhong Agricultural University (HZAUSW-2018-008).

https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE143288 (secure token: wzolycuephsrrcj)

GSM4256252 Duroc_2W_1_Fat_H3K27ac
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GSM4256253 Duroc_2W_2_Fat_H3K27ac

GSM4256254 Duroc_2W_1_Fat_H3K4me3

GSM4256255 Duroc_2W_2_Fat_H3K4me3

GSM4256256 Duroc_2W_1_Heart_H3K27ac

GSM4256257 Duroc_2W_2_Heart_H3K27ac

GSM4256258 Duroc_2W_1_Heart_H3K4me3

GSM4256259 Duroc_2W_2_Heart_H3K4me3

GSM4256260 Duroc_2W_1_Liver_H3K27ac

GSM4256261 Duroc_2W_2_Liver_H3K27ac

GSM4256262 Duroc_2W_1_Liver_H3K4me3

GSM4256263 Duroc_2W_2_Liver_H3K4me3

GSM4256264 Duroc_2W_1_Muscle_H3K27ac

GSM4256265 Duroc_2W_2_Muscle_H3K27ac

GSM4256266 Duroc_2W_1_Muscle_H3K4me3

GSM4256267 Duroc_2W_2_Muscle_H3K4me3

GSM4256268 Duroc_2W_1_Spleen_H3K27ac

GSM4256269 Duroc_2W_2_Spleen_H3K27ac

GSM4256270 Duroc_2W_1_Spleen_H3K4me3

GSM4256271 Duroc_2W_2_Spleen_H3K4me3

GSM4256272 ES_2W_1_Cerebellum_H3K27ac

GSM4256273 ES_2W_1_Cerebellum_H3K4me3

GSM4256274 ES_2W_1_Cerebrum_H3K27ac

GSM4256275 ES_2W_1_Cerebrum_H3K4me3

GSM4256276 ES_2W_1_Duodenum_H3K27ac

GSM4256277 ES_2W_1_Duodenum_H3K4me3

GSM4256278 ES_2W_1_Fat_H3K27ac

GSM4256279 ES_2W_2_Fat_H3K27ac

GSM4256280 ES_2W_1_Fat_H3K4me3

GSM4256281 ES_2W_2_Fat_H3K4me3

GSM4256282 ES_2W_1_Heart_H3K27ac

GSM4256283 ES_2W_2_Heart_H3K27ac

GSM4256284 ES_2W_1_Heart_H3K4me3

GSM4256285 ES_2W_2_Heart_H3K4me3

GSM4256286 ES_2W_1_Kidney_H3K27ac

GSM4256287 ES_2W_1_Kidney_H3K4me3

GSM4256288 ES_2W_1_Liver_H3K27ac

GSM4256289 ES_2W_2_Liver_H3K27ac

GSM4256290 ES_2W_1_Liver_H3K4me3

GSM4256291 ES_2W_2_Liver_H3K4me3

GSM4256292 ES_2W_1_Lung_H3K27ac

GSM4256293 ES_2W_1_Lung_H3K4me3

GSM4256294 ES_2W_1_Muscle_H3K27ac

GSM4256295 ES_2W_2_Muscle_H3K27ac

GSM4256296 ES_2W_1_Muscle_H3K4me3

GSM4256297 ES_2W_2_Muscle_H3K4me3

GSM4256298 ES_2W_1_Pancreas_H3K27ac

GSM4256299 ES_2W_1_Pancreas_H3K4me3

GSM4256300 ES_2W_1_Spleen_H3K27ac

GSM4256301 ES_2W_2_Spleen_H3K27ac

GSM4256302 ES_2W_1_Spleen_H3K4me3

GSM4256303 ES_2W_2_Spleen_H3K4me3

GSM4256304 ES_2W_1_Thymus_H3K27ac

GSM4256305 ES_2W_1_Thymus_H3K4me3

GSM4256306 LW_2W_1_Cerebellum_H3K27ac

GSM4256307 LW_2W_2_Cerebellum_H3K27ac

GSM4256308 LW_2W_1_Cerebellum_H3K4me3

GSM4256309 LW_2W_2_Cerebellum_H3K4me3

GSM4256310 LW_2W_1_Cerebrum_H3K27ac

GSM4256311 LW_2W_2_Cerebrum_H3K27ac

GSM4256312 LW_2W_1_Cerebrum_H3K4me3

GSM4256313 LW_2W_2_Cerebrum_H3K4me3

GSM4256314 LW_2W_1_Duodenum_H3K27ac

GSM4256315 LW_2W_2_Duodenum_H3K27ac

GSM4256316 LW_2W_1_Duodenum_H3K4me3

GSM4256317 LW_2W_2_Duodenum_H3K4me3

GSM4256318 LW_2W_1_Fat_H3K27ac

GSM4256319 LW_2W_2_Fat_H3K27ac

GSM4256320 LW_2W_1_Fat_H3K4me3
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Genome browser session
(e.g. UCSC)

Methodology

Replicates

Sequencing depth

Antibodies

GSM4256321 LW_2W_2_Fat_H3K4me3

GSM4256322 LW_2W_1_Heart_H3K27ac

GSM4256323 LW_2W_2_Heart_H3K27ac

GSM4256324 LW_2W_1_Heart_H3K4me3

GSM4256325 LW_2W_2_Heart_H3K4me3

GSM4256326 LW_2W_1_Kidney_H3K27ac

GSM4256327 LW_2W_2_Kidney_H3K27ac

GSM4256328 LW_2W_1_Kidney_H3K4me3

GSM4256329 LW_2W_2_Kidney_H3K4me3

GSM4256330 LW_2W_1_Liver_H3K27ac

GSM4256331 LW_2W_2_Liver_H3K27ac

GSM4256332 LW_2W_1_Liver_H3K4me3

GSM4256333 LW_2W_2_Liver_H3K4me3

GSM4256334 LW_2W_1_Lung_H3K27ac

GSM4256335 LW_2W_2_Lung_H3K27ac

GSM4256336 LW_2W_1_Lung_H3K4me3

GSM4256337 LW_2W_2_Lung_H3K4me3

GSM4256338 LW_2W_1_Muscle_H3K27ac

GSM4256339 LW_2W_2_Muscle_H3K27ac

GSM4256340 LW_2W_1_Muscle_H3K4me3

GSM4256341 LW_2W_2_Muscle_H3K4me3

GSM4256342 LW_2W_1_Pancreas_H3K27ac

GSM4256343 LW_2W_2_Pancreas_H3K27ac

GSM4256344 LW_2W_1_Pancreas_H3K4me3

GSM4256345 LW_2W_2_Pancreas_H3K4me3

GSM4256346 LW_2W_1_Spleen_H3K27ac

GSM4256347 LW_2W_2_Spleen_H3K27ac

GSM4256348 LW_2W_1_Spleen_H3K4me3

GSM4256349 LW_2W_2_Spleen_H3K4me3

GSM4256350 LW_2W_1_Thymus_H3K27ac

GSM4256351 LW_2W_2_Thymus_H3K27ac

GSM4256352 LW_2W_1_Thymus_H3K4me3

GSM4256353 LW_2W_2_Thymus_H3K4me3

GSM4256354 MS_2W_1_Fat_H3K27ac

GSM4256355 MS_2W_2_Fat_H3K27ac

GSM4256356 MS_2W_1_Fat_H3K4me3

GSM4256357 MS_2W_2_Fat_H3K4me3

GSM4256358 MS_2W_1_Heart_H3K27ac

GSM4256359 MS_2W_2_Heart_H3K27ac

GSM4256360 MS_2W_1_Heart_H3K4me3

GSM4256361 MS_2W_2_Heart_H3K4me3

GSM4256362 MS_2W_1_Liver_H3K27ac

GSM4256363 MS_2W_2_Liver_H3K27ac

GSM4256364 MS_2W_1_Liver_H3K4me3

GSM4256365 MS_2W_2_Liver_H3K4me3

GSM4256366 MS_2W_1_Muscle_H3K27ac

GSM4256367 MS_2W_2_Muscle_H3K27ac

GSM4256368 MS_2W_1_Muscle_H3K4me3

GSM4256369 MS_2W_2_Muscle_H3K4me3

GSM4256370 MS_2W_1_Spleen_H3K27ac

The genome browser tracks were loaded to Integrative Genomics Viewer (IGV v2.4.18) (http://software.broadinstitute.org/
software/igv/) to view signal.

Most of tissues for each breed contain two biological replicates as described in Supplementary Table .

Read length:150bp

Sequencing type: paired-end.

The filtered reads were presented in Supplementary Data 1.

H3K4me3 (Millipore Cat# 04-745, RRID: AB_1163444)

H3K27ac (Abcam Cat# ab4729, RRID: AB_2118291)




