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Fig. 1. Molecular phylogenetic tree of the eleven currently
accepted Malassezia species. The tree was constructed using
D1/D2 26S rDNA sequences.
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Fig. 2. Schematic representation of the rDNA locus in Malassezia
globosa.
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Fig. 3. IGS 1 and 2 regions of pathogenic yeasts.
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Fig. 4. The relationship based on the similarities of the
combined ITS 1 and 2 sequences, and IGSI1 sequences.
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Fig. 5. Phylogenetic tree of M. restricta colonizing the skin
surfaces of AD patients and healthy subjects based on DNA
sequences of the IGS 1 region. The susceptibility of each
genotypic strain to itraconazole is also shown.

AD, atopic dermatitis patient; HS, healthy subject.
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Fig. 6. Phylogenetic tree of M. globosa colonizing the skin
surfaces of AD patients and healthy subjects based on DNA
sequences of the IGS 1 region.

AD, atopic dermatitis patient; HS, healthy subject.
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Table 1. Detection of new Malassezia species in patients with
atopic dermatitis, and seborrheic dermatitis, and a healthy

subject.
Detection (%)
Species
AD SD HS

M. dermatis 16 36 23
M. yamatoensis 14 10 5
M. japonica 33 13 23
M. furfur 41 7 27

AD, atopic dermatitis patient; SD, seborrheic dermatitis patient;
HS, healthy subject.
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Genotype Analysis of the TRNA Gene of Malassezia Colonizing the Skin Surface of
Patients with Atopic Dermatitis
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Malassezia species are associated with pityriasis (tinea) versicolor, seborrheic dermatitis, and atopic
dermatitis. Presently, eleven species are accepted in the genus Malassezia. Of these, M. globosa and M. restricta
colonize the skin surface in atopic dermatitis patients, suggesting that they play a significant role in
exacerbating the condition. The two species have different genotypes in the intergenic spacer (IGS) region
of the rRNA gene, which correspond to patients and healthy individuals. In addition, the antifungal
susceptibilities of the genotypic strains to itraconazole and ketoconazole differ. We found a new analytically
significant role of the rRNA gene in Malassezia species, in addition to its use for fungal taxonomy and
identification.
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