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Bacterial resistance influencesintestinal flora and host
immune regulation

Yanyu Gao, Wenjing Bi, Xinyan Wu, Xiao Zhu, and Yi Luo

Ministry of Education Key Laboratory of Pollution Processes and Environmental Criteria, College of Environmental Science and
Engineering, Nankai University, Tianjin 300350, China

Abstract:  Overuse of antibiotics in aguaculture, husbandry and healthcare has led to antibiotics residues in the
enviuronment and the generation of antibiotic resistant bacteria that can be transferred into the human gut through food chain.
Based on literatures, we reviewed the influence of bacterial resistance on intestinal flora and related immune regulation.
Taking the source of antibiotic resistance to human intestinal flora as an entry point, we addressed the structure of human
intestinal flora and the composition of drug resistance genes after exposure to pollutants. Moreover, we discussed the
relationship among changes of intestinal flora, antibiotic resistance genes and immunomodulation related diseases. Last, we
also indicated future research needs.
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