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This study was carried out to determine the mode of mitochondrial
inheritance for newly established heterokaryons from sexual crosses of Agaricus subrufescens, by
using mtDNA RFLPs as genetic marker.

Newly established heterokaryons from the sexual crosses were found to retain mtDNA genotype from one
of the parental homokaryons, suggesting that mitochondrial inheritance is principally uniparental
in sexual crosses between homokaryons. Thus. one of parental strains would be selectively nuclear
recipient homokaryon. On the other hand, cytoplasm-substitute strains could be constructed by using
de-heterokaryotization, and their colony morphologies and mycelial growth rates were different from
orgﬁinal strains. This suggests that biological properties of A. subrufescens are influenced by

mtDNAs .

These findings obtained from this study will be useful for planning effective breeding programs of

this fungus.
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