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Research on the pathophysiology of lower respiratory tract infections caused by
bacteria, acid-fast bacilli, and fungi, using 16S ribosomal RNA gene analysis
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We analyzed microbiome detected by the clone library method using the 16S
rRNA gene sequencing in bronchoalveolar lavage fluid (BALF) directly obtained from pneumonia lesions
in 294 pneumonia patients (120 with community-acquired pneumonia: CAP, 101 with
healthcare-associated pneumonia: HCAP and 73 with hospital-acquired pneumonia: HAP) and 31 chronic
lower respiratory tract infection patients. Then, we also evaluated lung microbiome in the patient
characteristics.

More obligate anaerobes were detected in CAP patients than HCAP or HAP patients. More
Corynebacterium species were detected in HAP patients than CAP or HCAP patients, and in patients
with cerebrovascular diseases. Among chronic lower respiratory tract infection patients, a higher
proportion of anaerobic bacteria (especially Prevotella species) was detected in 14 patients with
nontuberculous mycobacteria (NTM) than 17 patients without NTM, and this result suggested the
association between NTM and anaerobic bacteria.
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