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Abstract: The livestock digestive tract is colonized by a large number of microbes, which not
only affect the digestion and absorption of nutrients, but also play an important role in the
regulation of the animal immunity, growth, and development. The study of livestock digestive

TNIUE . B K E SR THRI(2022YFA1304201)

This work was supported by the National Key Research and Development Program of China (2022YFA1304201).
*Corresponding author. Tel: +86-10-62732225, E-mail: huyongfei@cau.edu.cn

Received: 2023-03-08; Accepted: 2023-04-24



BT W R B 55 | A P24, 2023, 63(5)

1851

tract microbiome is a hot research field worldwide, and a series of important achievements
have been made. Understanding the structure and function digestive tract microbiome in the
animals will lay a theoretical foundation for manipulation and utilization of gut microbes to
increase production performance, improve gastrointestinal health, and thus promote a green and
healthy livestock industry. In this review, we summarized and analyzed the recent
achievements on the structure and function of the digestive tract microbial community in four
representative farm animals (cattle, sheep, pigs and chickens). We also discussed future

research directions in this field.
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