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Pogglation shift of the nasopharyngeal microbiota of infants with acute otitis
media.
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We conducted a culture-independent molecular analysis, i.e., the population
analysis, on 22 nasal washes of infants with AOM and 9 nasal washes of healthy infants.
The principal component analysis revealed that two_commensal bacteria, Dolosigranulum-pigrum and
Corynebacterium-propinquum, were major microbiota in nasal washes of healthy infants. On the other hand,
nasopharyngeal microbiota of infants with AOM were characterized by 3 major pathogenic bacteria,
Haemophilus influenzae, Moraxella catarrhalis, and Streptococcus pneumoniae.
Population analysis with PCA and UPGMA of microbiota in infants with AOM revealed the clear and
significant difference from healthy infants. Diverse pathogenic microbiota of nasal washes in healthy and
AOM infants by the concurrent analysis indicated dynamic transition of microbiota from harmless
commensals in healthy state to pathogenic microbiota in the nasopharynx in AOM.
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