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Microbe-mediated ruminal ammonia production in ruminants
and its impacts on rumen function

Yixuan Xu, Zhipeng Li, Junshi Shen’, Weiyun Zhu

Laboratory of Gastrointestinal Microbiology, Jiangsu Key Laboratory of Gastrointestinal Nutrition and Animal Health, National
Center for International Research on Animal Gut Nutrition, Nanjing Agricultural University, Nanjing 210095, Jiangsu Province,
China

Abstract: The rumen is inhabited by a multitude of microorganisms that play an important role in the production of
ammonia. Microbe-mediated amino acid deamination and non-protein nitrogen hydrolysis are the main pathways
for ruminal ammonia production. Ammonia produced by rumen microorganisms acts in a feedback loop to affect
the structure of microbial flora and the function of ruminal epithelium, thus affecting the ruminal fermentation and
host health. This review summarizes the production of ammonia and the influence of ammonia on digestion and

epithelial function in rumen, aiming to provide a reference to the follow-up related research.
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