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Antibiotics and gut microbiota

Cui Jinjin, Wang Lulu, and Jiang Jiandong
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Abstract  Antibiotics, as a cornerstone of modern medicine, are the most commonly used drugs for treating
bacterial-caused infectious diseases; on the other hand, a large amount of research in the past 20 years has shown an
important connection between gut microbiota and human health, particularly for metabolic disorders et al. Thus, drug
effects on flora bacterial following oral administration of antibiotics have motivated research interest. This review
discussed the interplay and related mechanisms among antibiotics, gut microbiota and body metabolism, highlighting
a new direction for antibiotics research. Based on current studies of both antibiotics and the gut microbiota, new
thoughts had been proposed for the research and development of new type of antibiotics, aiming for novel progress in
the field of antibiotics.
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