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Interaction between microflora and nitrogen nutrients in large
intestine and its impacts on host health

Zhuang Liu, Junshi Shen, Weiyun Zhu"
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Animal Science and Technology, Nanjing Agricultural University, Nanjing 210095, Jiangsu Province, China

Abstract: Proteins are not only the main building blocks for the construction of tissue, but also crucial for
metabolic activity in animals. The microbial community colonized in the gastrointestinal tract plays an important
role in host nutrients metabolism, especially nitrogen nutrients. Bacteria in small intestine could metabolize parts of
amino acids (AAs), which further affects the systemic AAs metabolism of host. Compared with that in small
intestine, the density of bacteria is much higher and the retention time of chyme is much longer in large intestine.
On the one hand, the metabolism and community structure of microflora could be affected by nitrogen nutrients
entering the large intestine. Thus, the metabolism of nitrogen nutrients by large intestinal microflora can lead to the
formation of several metabolites, which are generally presumed to be detrimental for the host health. This review
summarized the effects of dietary protein on the community structure of large intestinal microflora, the microbial
metabolites of AAs in large intestine and their impacts on intestinal physiology and host health.
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