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Raw and processed RNA, and miRNA sequencing data of pigs have been deposited in the NCBI Gene Expression Omnibus (GEO) under accession codes GSE162145
(https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162145) and GSE162147 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162147),
respectively. Spatial transcriptomic data have been deposited in GEO under accession code GSE161882 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?
acc=GSE161882). The raw and processed RNA sequencing data of nine other species for comparative transcriptomic analysis have been deposited in GEO under
accession code GSE162142 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162142). RNA-sequencing and Hi-C data of non-human species for analysis of
gene transcription divergence and PEIs across species have been deposited in GEO under accession codes GSE162146 (https://www.ncbi.nlm.nih.gov/geo/query/
acc.cgi?acc=GSE162146) and GSE162140 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc= GSE162140), respectively. Human RNA sequencing and Hi-C data
have been deposited in GEO under accession codes GSE162143 (https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162143) and GSE162139 (https://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE162139), respectively. The sequencing data of human have been also deposited in Genome Sequence Archive
(GSA) database for human in the National Genomics Data Center of China under accession codes PRJCA003737 (https://bigd.big.ac.cn/gsa-human/s/mSWmEjKN).
Source data are provided with this paper.

The nuclear PCG entries with mitochondrial localization were downloaded from MitoCarta2.0 database (http://www.broadinstitute.org/pubs/MitoCarta).

Source data are provided with this paper.

No prior sample size determination was conducted. To comprehensively survey the pig transcriptome, a total of 194 samples from 70 tissues
(1-3 biological replicates for each of 17 solid tissues, as well as 47 skeletal muscles and 6 adipose depots from different body sites) and two
immortalized cell lines (kidney epithelial cells [PK15] and iliac endothelial cells [PIECs]) were used in this study. For reconstruction of 3D
genome structures, we performed an in situ Hi-C experiment for a pig subcutaneous adipose tissue with six replicates. We performed spatial
transcriptomics using the representative psoas major muscle in two replicates. For comparative transcriptomic analysis across species, we
performed three replicates for each species, with exception for mouse, rat and guinea pig with one replicate because of admitted high
repeatability. For the integrative analysis of transcription divergence and promoter-enhancer interactions across species, 1-3 replicates were
conducted.

Statistical testing ensured significant findings.

No data were excluded from the study.

Reproducibility between biological replicates was assessed by correlation/PCA/tSNE analysis.

All attempts at replication were successful.

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.




