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n Microbiome in COPD

Microbiome is involved in the pathogenesis of COPD. Smoking related changes in normal flora and increased
in inflammation by pathogens can be possible mechanisms, Diversity of microbiome is decreased according to
COPD severity. Inhaled and systemic corticosteroid can change microbiome in COPD. The composition of micro-

biome can be changed during acute exacerbation,
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Figure 1. Role of microbiome in the pathogenesis of COPD,
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