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Table 2 Changes in microbiota caused by human diseases and their impact on health
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Scientists Consensus on Human Gut Microbiota

(Probiotics Society of the Chinese Institute of Food Science and Technology, Betjing 100048)

Abstract Since scientists began to explore the relationship between gut microbiota and human health in the 19" centu-
ry, and with the introduction of new concepts such as the ‘gut—brain axis’ and ‘gut-X axis’ in recent years, the im-
pact of gut microbiota on human health has been an undisputed fact. However, the composition of human gut microbiota
is subject to geographic and individual variability, making it susceptible to the influence of extrinsic factors (such as di-
et, medications, and exercise) and intrinsic factors (such as race, age, and blood type). Therefore, there is no univer-
sally accepted definition of ‘healthy human gut microbiota’ both domestically and internationally. Studies have shown that
cornerstone species in the healthy human gut play a significant role in the species diversity and functional diversity of
gut microbiota, while the imbalance in gut microbiota will cause a series of health problems, which can be regulated by
improving the dietary nutritional structure, lifestyle, and supplementing probiotics and prebiotics. Based on scientific lit-
erature both domestically and internationally, and through research and analysis of the main factors affecting the gut mi-
crobiota, this paper summarizes the main characteristics of the human gut microbiota and establishes a consensus, aiming
to provide a reference for the further exploration of ‘healthy gut microbiota’ and the development of related technologies
and industries.

Keywords gut microbiota; keystone species; Bifidobacterium; Lactobacillus; probiotics



