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Relation of intestinal flora and drug resistance genome with antibiotics: a research progress
YE Wenyu, FENG Caixia, SHAN Qingwen
(Department of Pediatrics, the First Affiliated Hospital of Guangxi Medical University/Guangxi Research Center for Pediatric
Disease Clinical Medicine [ Diagnosis and Treatment of Difficult and Critical Conditions ], Nanning 530021, Guangxi, China)

[Abstract] Genes carried by intestinal flora are considered as “the second genome” of humans, and intestinal
flora is also reservoir of antibiotic resistance gene (ARG). Disturbance in composition and function of intestinal flora is
related to multiple diseases. However, the use of antibiotics disrupts the original homeostasis of intestinal flora, intensifies
spread and diffusion of ARG, increases abundance of specific ARG, and exerts adverse effects on clinical treatment. In
this review, the relation of intestinal flora and drug resistance genome with antibiotics is summarized, and future
research directions are prospected, aiming at providing new ideas for the research of intestinal drug resistance genome
and theoretical basis for the rational use of antibiotics in clinics at the same time.
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