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Phenotypic alterlations in Rosellinia necatrix by small RNAs derived from a
mycovirus.
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Rosellinia necatrix is an important phytopathogenic fungus in fruit tree
cultivation. A fungal virus, Rosellinia necatrix megabirnavirus 1 (RnMBV1) attenuates mycelial
growth and virulence of R. necatrix. Our previous studies revealed that RnMBV1 strongly induces
antiviral RNA silencing in R. necatrix, in which abundant RnMBV1-derived small (s) RNA were
accumulated. In this study, we investigated whether RnMBV1-sRNAs affect mycelial growth and
virulence of R. necatrix. The R. necatrix transgenic lines expressing sRNAs from the 901-1900
nucleotide region of dsRNA2 showed attenuation of both mycelial growth and virulence. On the other
hand, the R. necatrix transgenic lines expressing sRNAs from the 7201-8200 nucleotide region of
dsRNA1 showed attenuation of virulence. Present data will be a clue to uncover the mechanism of
attenuation of mycelial growth and virulence in R. necatrix infected with RnMBV1.
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2. RnMBV1-sRNA
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