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v, The Bronchiectasis Microbiome: Current Understanding and
Treatment Implications
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Bronchiectasis is chronic inflammatory airway disease characterized by irreversible bronchial dilatation,
and recurrent exacerbations, in which pseudomonas aeruginosa and other pathogens are strongly
linked to worse clinical outcomes. The respiratory tract microbiome, normally maintained in a state
of eubiosis by mucociliary clearance and host immunity, can shift toward dysbiosis by various factors,
thereby amplifying airway inflammation and structural damage. Building on advances in next-generation
sequencing and multiomics, recent studies have proposed insight of bronchiectasis from microbiome
research to endotyping utilizing multiomics endotypes, evaluating host-microbiome relationship,
multibiome integration, and assessing pathogenic potential of microbes. Also, this new understanding
of the microbiome provides deeper insights and a novel perspective on use of antibiotics, long-
term macrolides, and anti-inflammatory therapies in current treatment of bronchiectasis. This review
summarizes current evidence linking the bronchiectasis microbiome to endotyping, relationship of
microbiome, multibiome integrations, and pathogenic potential, and discusses how microbiome-informed

approaches may refine future therapeutic strategies.
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