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Abstract

Respiratory microbiome and coronavirus
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The lungs are not sterile or free of bacteria but have a distinct microbiome whose composition is
controlled by different ecological rules than the gastrointestinal tract. Coronavirus 2019 (COVID-19) is
a rapidly spreading disease caused by acute coronavirus 2 (SARS-CoV-2) respiratory syndrome. The
disease begins with a lung infection that is self-limiting in most cases. However, in some people, severe
respiratory problems and lung failure develop. The lung microbiome, although previously overlooked,
has recently gained attention due to its association with several respiratory and immune diseases. The
lung microbiome can reduce the risk and consequences of COVID-19 by activating innate and adaptive
immune responses. In this study, we review the evidences for Covid-19 disease and the lung microbiome
and how the lung microbiome can affect SARS-CoV-2 infection and its outcome. During this disease,
the normal microbiome of the lung changes, and pathogenic microbes grow in the lungs. Healthy lung
tissue has a low density of microbial population, which mainly includes genera such as Prevotella,
Veillonella, Streptococcus, and Tropheryma., but with COVID-19 disease, the lung is enriched with
Acinetobacter, Pseudomonas, Cryptococcus, and Enterobacteriaceae. The effects of coronavirus on lung
microbiome and also, the maternal microbiome and the adverse effects on the fetus and newborn should

also be further investigated.
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