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In this study, we investigated the effects of proteins possessed by
mycoviruses infecting phytopathogenic filamentous fungi on budding yeast cells. Viral gene
expression yeast cell growth rates, viable cell counts were measured, and expression analysis by
RNA-Seq were performed. Full-length ORF2 protein of the pear black spot mycovirus AaCVl belonging to

the genus B -chrysovirus and the human pathogenic fungus AfuCv41362, full-length ORF3 proteins were
also investigated to the yeast heterologous expression systems. The common properties of the
conserved coat proteins of these viruses are that they undergo specific processing in each host
fungus cell, have intracellular aggregation abilities, suppress growth speeds, and cause cell
enlargement, as shown by GFP fusion protein expression experiments.
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