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Abstract: Intestinal flora is the normal microorganisms in the human gut, which can synthesize various vitamins neces-

sary for human growth and development, and participate in the metabolisms of carbohydrates and proteins, playing an im-

portant role in human health. In patients with intestinal disorders, there is a higher relative abundance of Firmicutes and a

lower relative abundance of Bacteroidetes in the intestinal flora, as well as lower abundance of bacteria related to health.

Studies have found that exercise is an effective way to improve the intestinal flora in obese patients. Adequate exercise can

increase the quantity and abundance of intestinal flora, improve the Firmicutes/Bacteroidetes ratio, and help obese patients

lose weight. This article summarizes the progress in research on the relationship among exercise, obesity and intestinal

flora by reviewing relevant literature at home and abroad, aiming to provide new perspectives on promoting health, redu-

cing obesity, and other related diseases.
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