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Higher Fungi Collected in Shimane Prefecture (V)

—Molecular Phylogeny Analysis of Several Species in Armillaria Genus—
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ABSTRACT

From 2008 to 2013, 51 strains of Armillaria genus were isolated from the fruiting bodies that were collected in the eastern
region of Shimane prefecture. The nucleotide sequences of ITS region and elongation factor-1 alpha region on DNA were
analyzed about the isolates. Results of the comparison with the DNA database, the strains were classified into five species such
as Armillaria mellea, A. cepistipes, A. gallica, A. nabsnona and A. Nag. E type. (homology of 97% or more). Further, A.
tabescens was identified from morphological characteristics of the fruiting bodies. Therefore, native Armillaria genus of the
prefecture was considered to have the least six species. It was inferred that five species other than A. nabsnona were widely
distributed in the region.
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