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Development of a real-time fungal species identification method and clinical
fungal metagenomics
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This research focuses on elucidating the causes of idiopathic diseases by
employing metagenomic analysis for the comprehensive and rapid detection and identification of
pathogens in clinical specimens. A particular emphasis is placed on the challenging task of fungal
detection and precise species identification. To address this, we developed a novel methodology for
fungal species and strain identification. Specifically, we established a species identification
technique utilizing the full-length ribosomal RNA (rRNA) of fungi, which demonstrated superior
accuracy and efficiency compared to the traditional ITS1 region-based analysis. Furthermore, the
applicability of this advanced method to clinical specimens was evaluated using the DNA from T.
asahi positive specimens.
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