2020 2021

Fungal mycobiome in eosinophilic chronic rhinosinusitis
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Nasal swab samﬁles were collected from 179 patients with chronic
rhinosinusitis (eosinophilic chronic rhinosinusitis (ECRS) and non-eosinophilic chronic
rhinosinusitis (non-ECRS)). The microbial DNA was extracted from the samples. The amplified
sequences were measured by a next-generation sequencer using primers that amplify the internal
transcribed spacer (ITS) region, and phylogenetic classification was performed. The fungal mycobiome

of ECRS and non-ECRS were compared and analyzed for diversity and fungal species. It was found that

certain fungal species was decreased as the severity of ECRS was increased.
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The association between the human microbiome in the nasal cavity and the number of sensitization in allergic rhinitis.
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