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#299 AmutBmut pabl-1 cagl-1

#292 A3B1trpl-1, 1-6

Description

Honokaryotic fruiting

Honokaryotic fruiting
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Histological and genetical analyses of a cap-growthless mutant
in Coprinopsis cinerea
Analysis of the cap-growthless mutant #299

Kazuki Kemuriyama®, Hajime Muraguchi’

! Department of Biotechnology, Faculty of Bioresource Sciences, Akita Prefectural University

Coprinopsis cinerea is one of the model organisms of basidiomycetes. We have isolated developmental mutants defective in fruiting body
morphogenesis, and found a cap-growthless mutant #299, which produced fruiting body primordia but failed to undergo cap enlargement.
Vertical sections of the mutant promordia revealed the absence of gills in its upper region. Genetic analysis of the mutant indicated that its
phenotype is caused by a mutation in a single gene, which was named cap-growthlessl (cagl). We screened for rapid amplified polymorphic
DNA (RAPD) markers that were linked to the cagl gene and identified RAPD marker G13-900B, which is located on chromosome IX.
G13-900B is linked to cagl, with 15% of recombination rate. To identify the cagl gene, we transformed a mutant recipient strain #58 using
bacterial artificial chromosome (BAC) DNAs derived from chromosome IX of the wild-type strain Okayama-7. We identified BAC clones, 7H8
and 1F2, which harbored DNA that can completely rescue the mutant phenotypes. These results suggest that the cagl gene is located within the

overlapping region between 7H8 and 1F2.
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