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The human body is colonized by many kinds of bacteria, which exist in the skin and digestive tract and other
organ systems. These numerous bacteria, archaea, fungi and viruses are collectively referred to as microbiota. Parts
of these microbiota can affect a variety of physiological and pathological functions through various mechanisms.
Nevertheless, pathological condition of host will also manipulate the configuration of the microbial flora. Moreover,
many animal models have demonstrated that gut microbiota can protect the respiratory system through the activa-
tion of the immune system and immune cells (such as the activation of macrophages), which can further reduce
the risk of bacterial infection. The gut microbiota also has pathophysiological role of asthma, COPD and infection.
At the end of 2019, the pandemic of COVID-19 infection, which caused by SARS-CoV-2 virus, mainly resulted in
pulmonary damages and associated with respiratory complications. Interestingly, the digestive symptoms and gut
microbiota are associated with the prognosis of COVID-19 infection, which provided some evidences of the relation-
ship between gut microbiota and lung infections. The concept of “gut-lung axis” is therefore proposed and widely be
studied, which not only a new perspective of the interaction but also provide the potential roles of treatment strate-
gies in the future. (J Intern Med Taiwan 2022; 33: 253-260)



