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Trial of the microbiome analysis in the nasopharyngeal flora
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For 38 cases from a nasopharynx conducted bacilli sampling aseptically, and
examined a bacilli culture and a primary disease, nasal discharge eosinophils, a connection of the
serum IgE. A bacilli culture was negative in 20%. The association was not able to be found between
disease and cultured bacteria. There was not the constant tendency among nasal discharge
eosinophils, serum IgE level and cultured bacteria and cultured bacteria. It was not able to be
analyzed in NGS without being able to amplify it in PCR although bacteria were identified with the
sample obtained from nasopharynx at the same time by culture. From these results, the nasopharynx in

adults was found to be environment with a few bacterial counts. Therefore, as for the effect to
give a whole body of the nasopharyngeal flora in adults, a nasal cavity, the likelihood that there
was a few in comparison with the oropharynx were suggested.
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