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The Role of the Gut Microbiota in Obesity
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Obesity is a critical target for public health interventions worldwide. There are many causes of obesity, and the importance of the
gut microbiota in its pathogenesis has recently been recognized. The composition and function of the gut microbiota play a role in
obesity and metabolic disease, yet the underlying mechanisms are unclear. Advances in our understanding of the link between obe-
sity and the gut microbiota have suggested the potential of its manipulation for treating obesity. In this review, we summarize cur-
rent knowledge of the interactions between the gut microbiota and obesity as well as the therapeutic potential of its modulation.
(Korean J Med 2019;94:410-413)
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Figure 1. Potential role of the gut microbiota in the clinical care of obesity. Modified from reference [3] with permission. AKkk,

Akkermansia muciniphila.
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