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Establishment of culture methods and genetic diversity of a novel microorganism
(I0LA) lurking in the human respiratory tract
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A novel bacterium, IOLA, which has not yet been established culture-method
and which properties are unknown, was detected in 5.4% (103/1,920 samples) of pediatric nasal
discharge samples. There was no regional or seasonal difference in the detection of IOLA, nor was
there any difference in frequency of detection based on symptoms. Although the pathogenicity of 10LA

is still unknown, the I0LA 16S rRNA gene sequence has five phylotypes, strongly suggesting that
there are differences in the pathogenicity of each phylotype. It was also shown that I0LA can be
propagated by co-culture with human-derived airway epithelial cells. The results obtained in this
study are very useful information for establishing a culture method of IOLA and elucidating its
pathogenicity.
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