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Gut microbiome and gastrointestinal nutrition in animals

MU ChunLong, LI Xuan, WU HaiQin, LIU SiQiang, YU KaiFan & ZHU Weiyun

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

The gastrointestinal tract, containing of oral cavity, stomach, and intestinal tract, is a major location of consuming energy. The
metabolism and absorption of nutrients in gut are fundamental to preserve the gastrointestinal structure and function, which is also a
critical prerequisite for growth and development in animals. The interaction between food, gut microbes, and lumen-mucosa interface
promotes the nutrition for gut epithelium and microbes, and constitutes the dynamic factors responsible for gastrointestinal nutrition.
The gut lumen and mucosa contain an abundant group of microflora, including bacteria, fungi, archaea, and viruses, all of which are
essential components of the gut microbiome. The gut microbiome is actively involved in the metabolism of nutrients and non-
nutritional substrates from diet. By regulating the transformation, absorption, and excretion of intestinal nutrients, the gut microbiome
is able to affect the holistic nutrient distribution. This review focuses on the gastrointestinal tract, and summarizes the advance on the
gut microbiome and gastrointestinal nutrition in animals, aiming to provide references for investigating the microbiome-nutrient
interaction.

gut microbiome, small intestine, large intestine, gastrointestinal nutrition
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