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Population genomics of pathogenic fungi
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In this project, we analyzed whole genome sequences and full-length
transcripts of mushroom-forming fungi, Schizophyllum commune known to be Allergic bronchopulmonary
mycosis in humans.

We built DNA and RNA extraction methods for this species. We obtained high-quality DNAs from
Japanese strains and sequenced the DNAs using MinlON and short-read sequencers. RNA of the fungi was
more unstable than DNA, but finally, we obtained high-quality RNAs for NGS.

We selected two strains from the Japanese strains as reference genomes to enrich gene annotation
because this fungus showed the highest genetic diversity among the known species iIn the world. BUSCO
scores of the assembled genomes reached 98-99%. We built gene annotations on the assembled genomes

using PacBio/lso-seq supported by Platform for Advanced Genome Science.
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