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Profiling of histone modifications in different tissues of the Tibet minipig
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[ Abstract] Objective To perform a genome-wide histone modification profiling of Tibet minipigs and to compare
with the differences in histone modifications in different tissues. Methods Tissue samples of blood, liver, ileum, and
muscle of two three-month-old male Tibet minipigs were collected and used for chromatin immunoprecipitation sequencing.
Through quality control, raw data were filtered and compared with the reference genome, then we used MACS software to
enrich clean reads in the genome. Results The enrichment positions of different histone modifications differed in the gene
promoter region, and the distribution patterns were roughly divided into two types. One type, H3K4me3, was mainly

distributed on both sides near the transcription start site, exhibiting a peak with a narrow range at the downstream position.
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The second type, H3K9me3, was distributed more evenly throughout the gene promoter, exhibiting a broad peak shape with

a low middle and two high sides. Genes affected by the tissue-specific histone modifications differed, and the corresponding

functional pathways were relatively extensive, but they were all involved in the transcriptional regulation of the RNA

polymerase II promoter. Conclusions

Our study provides a dataset of histone modification annotations for four types of

different tissues of Tibet minipigs, which will serve as a foundation for future studies using transcriptional regulation of the

Tibet minipig as a biomedical animal model.
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Histone modification H3K9me3 near transcription start sites. D, Histone modification H3K27ac near transcription start sites. E, Histone
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Figure 1 Histone modifications near the transcription start sites
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Figure 2 Distribution of histone modifications in six functional regions of the genome
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