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Metagenomics and Its Application in Animal Gut Microbiota

ZHAO Lei' SUN Hui'® MA Yanfen®
(1. Jilin Provincial Key Laboratory of Animal Nutrition and Feed Science, College of Animal Science and Technology,
Jilin Agricultural University, Changchun 130118, China; 2. Institute of Animal Nutrition and Feed ,
Inner Mongolia Academy of Agricultural & Animal Husbandry Science, Hohhot 010031, China)

Abstract; Changes in gut microbiota are closely related to animal health. The gut microbiota can regulate ener-
gy metabolism, metabolism of heterologous substances, repair cells and improve immune function. Met-
agenomics techniques can be used to detect dynamic changes in the gut microbiota of animals. The bioinformat-
ics technology and platform of metagenomics research, the application of metagenomics in animal gut microbi-
ota were reviewed in this paper. It provided a theoretical basis for the subsequent development of a global mod-
el of intestinal ecosystem dynamics and targeted therapy of animal organisms. [ Chinese Journal of Animal Nu-
trition , 2019, 31(9) :3961-3967 ]
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