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ABSTRACT: This study was carried out to elucidate phylogenetic relationship of a yellow lump, Phellinus linteus
by comparing the nuclear ribosomal intergenic spacer (IGS) I region with that of other gemera of basidiomycetes
retrieved from Genbank. IGS I region of Phellinus linteus was 730 bp long and sequence homology was conserved
in the 5' region, in particular 1~280bp, and decreased in the direction toward the 3' end. ITS region was widely
studied in phylogenies related to basidiomycetes, but IGS region was not well understood yet. Our study indicated
that IGS region can be a good tool in phylogenetic study of basidiomycetes.
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Table 1. List of the 1DNA TGS 1 sequences used in this study

Species NCRBI Genbank access No.
Chlorophyllum brunneum AY0B1250
Chloraphyilum rachodes AY(81249
Fomitopsis rosea AJ415564
Ganoderma applanatum AY332529
Ganoderma cupreum AY332532
Ganoderma incrassatium AY332533
Ganoderma pfeifferi AY332534
Ganoderma sp. AY332535
Hebeloma crustuliniforme AF17445%
Hebeloma helodes AF174458
Lepiota castaneidisca AF391078
Lepiota cristata AF391069
Lepiota hymenoderma AF391083
Phellinus baumii (collected) this work
Phellinus lineus (collected) this work
Phellinus nigrolimitatus AJ289614
Plewrotus eryngii var ferulue AY463033
Pleurotus nebrodensis AY463034
Schizophyllum commune AF249532
Trichaptum abiefinum AJ309811
Tricholoma magnivelare AF309551
Tricholoma matsutake AF280462
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Fig. 1. The phylogenetic tree based on nuclear ribosomal
DNA intergenic spacer region of Pheflinus linteus and
other basidiomycetes by Neighbor-Joining method,
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