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Establishment of a method for mini-metagenomic analysis of unculturable fungi
and search for novel genes

Umeyama, Taichi
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Fungi are not only rare in the microflora, but their genetic information is
encoded on multiple chromosomes, making it impossible to reconstruct the entire genome from
metagenomic data. For this reason, isolation culture is essential in conventional genome analysis,
and the genomes of fungi that cannot be cultured cannot be analyzed. In this study, | aimed to
establish a mini-metagenomic analysis method for genome analysis of fungi that cannot be cultured,
by isolating and enriching fungi from the microflora, and 1 developed the following methods: (1)
creation of probes for magnetic separation and FACS sorting and improvement of their affinity using
protein engineering methods, (2) Optimization of conditions for fungal enrichment by density
gradient centrifugation, and (3) Acquisition of bacteria-specific bacteriolysis enzymes and
investigation of reaction conditions.
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