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微生物组成

Figure 1. Composition of gut bacteria in the Jiaxing Black (JXB) and Duroc × Landrace× Yorkshire (DLY) pigs



结肠基因表达谱的比较

Figure 2. Transcriptional changes of gene sets in the Jiaxing Black (JXB) and Duroc × Landrace × Yorkshire(DLY) pigs



宿主途径和肠道微生物群之间的相互作用

Figure 3. Host pathway-gut microbiota interactions in the Jiaxing Black (JXB) and Duroc × Landrace × Yorkshire (DLY) pigs



宿主基因对肠道菌群的调节

Figure 4. Functional differences of gut microbiota between the Jiaxing Black (JXB) and Duroc × Landrace × Yorkshire (DLY) pigs



总结

❑ 在这项研究中，我们介绍了嘉兴黑猪（JXB）和杜长大猪（DLY）结
肠转录水平和肠道菌群组成的差异；

❑ 确定了肠道微生物对宿主结肠，以及宿主反过来对肠道微生物免疫应
答和代谢的调控作用，确定了关键基因和菌群。

❑ 这些发现为了解肠道菌群的作用机制及其在畜牧业生产中的潜在应用
提供参考。
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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” (IF 23.7) is a Wiley partner journal launched by iMeta Science Society of scientists in bioinformatics and metagenomics in 2022.
It aims to publish high-quality papers targeting a broad and diverse audiences. Its scope is similar to that of Nature Biotechnology,
Nature Microbiology, Cell Host & Microbe. It unique features include video submission, bilingual publishing, and social media
dissemination with 500,000 followers. It has been published 190+ papers and been cited for 3400+ times since 2022, and indexed by
ESCI, PubMed, Google, and Scopus.
“iMetaomics” is sister journal of “iMeta” launched in 2024, with target IF>10, and its scope is similar to Microbiome, ISME J, Nucleic
Acids Research, Briefings in Bioinformatics, and Bioinformatics. All submissions are welcomed!
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