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Fig. 1. Phylogenetic tree of the Eukaryote based on deduced amino acid sequences from cytochrome b gene. UPGMA was used.
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Fig. 2. Phylogenetic tree of the basidiomycetous yeast based on deduced amino acid sequences from cytochrome b gene.

UPGMA was used.
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Fig. 3. Phylogenetic tree of the genus Malassezia based on nucleotide sequences from cytochrome b gene. Neighbor Joining method,

Maximum parsimony method, Maximum Likelihood method were used.
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Phylogenetic Relationship of the Genus Malassezia Based on
Mitochondrial Cytochrome b Gene

Koji Yokoyama
Research Center for Pathogenic Fungi and Microbial Toxicoses, Chiba University
1-8-1 Inohana, Chuo-ku, Chiba 260-8673, Japan.

Mitochondrial cytochrome b genes of pathogenic yeasts and fungi were analyzed for identification and
phylogenetic relationship. The species of genus Malassezia also were analyzed and each sequence was specific
in the same domain of cytochrome b gene. Some species represented intraspecies variation. The structure
and function of cytochrome b protein was retained and its substitution rates may be in proportion to the
evolutionary period. The deduced amino acid sequence was encoded by each nucleotide sequence of
cytochrome b gene, and the phylogenetic tree of eukaryote and basidiomycetous yeast was obtained using
this sequence. The species of genus Malassezia formed one cluster in this tree, meaning that the concepts of
this genus reflect its evolution. The mitochondrial cytochrome b gene analysis was valuable for the
identification and phylogenetic analysis of the genus.
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