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Construction of a model symbiotic culture system of wood rot fungi and bacteria,
and elucidation of its interaction mechanisms
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In order to elucidation of interaction mechanisms between wood-rot fungi and
bacteria during wood decay, we aimed to construct of fungi-bacteria model co-culture systems with
lower bacterial diversity. Firstly, bacteria that can coexist with a wood rot fungus were penetrated
into the fungal bed from natural environment. Then, a model co-culture system showing superior wood
decay characteristics than in the case of pure fungal culture was obtained, by repeating
subcultivation of contaminated fungal beds. Suppression of filamentous fungi growth that negatively
affects wood decay, and sufficient cultivation period were important for construction of a model

culture system.
Finally, a model co-culture showing stably superior lignin degradation was obtained. Furthermore, we
are searching for the bacterial genes replying to the fungal metabolites extracted from the pure

fungal culture by using metagenomic techniques.
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