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Investigation of polybacterial onset model of tonsillitis repetition and
severity by crowd analysis of tonsil crypt microflora

Masanobu, HIRAOKA
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In order to analyze the bacterial flora in the crypts of patients with
recurrent and severe tonsillitis and to provide new insights into a multigacterial model of
tonsillitis pathogenesis, debris samples were collected bilaterally from 41 tonsillectomy cases by
swabbing the surface of the tonsils and aspirating from the deep crypts. Tissue fragments were also
collected from surgical specimens and from the deep crypts inhabiting the tonsil surface and the
deep crypts, and DNA extraction and sequence analysis using a next-generation sequencer with UCSD
Microbiome Core were performed. Sequence information was uploaded to Qiita, a cloud service.
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