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Identification of the virulence-related genetic regions of a wood rot disease,
using a crossbred family of a model fungus Schizophyllum commune

Takemoto, Shuhei
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A profound understanding of pathogenic mechanisms is needed to develop novel

control measures for wood rot diseases. | aimed to establish an experimental system, where the
pathogenicity and/or virulence of a pathogen can efficiently be evaluated. | used a fungus
Schizophyllum commune as a model organism, taking advantage of its suitability for experimental use
and availability of spores for crossbreedin?. I used crossbred Boplar cultivars as hosts, and
revealed that discoloration length at inoculation points could be used as an index value of
virulence. The discoloration length was influenced by the individuality and the diameter of
inoculated shoots and the position of inoculation points, in addition to host cultivars. There was a
correlation between the virulence of haploid isolates and their ancestral isolates, inferring the
involvement of a hypothetical genetic factor(s). | proposed a novel evaluation method for virulence,
in which exogeneous factors were corrected statistically.
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