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Fig. 1. Molecular phylogenetic tree of Trichosporon species.

The tree was constructed from D1/D2 26S rDNA sequences (approximately 600 bp)

Cystofilobasidium capitaturm

Trichosporon pullulans

using the Neighbor-Joining method.

The numerals are the confidence level from 100 replicatebootstrap samplings (frequencies of less than 50% are not indicated).
%, clinical isolates; ¥, strains isolated from SHP patients’ houses, 3, species formerly treated as 7. cutaneum or T.
begelii. T. asahii®, T. debeurmannianum®, T. dermatis®, T. domesticum?V), T. japonicum??, and T. terricola??) were described

by the author.

Trichosporon asahii DFEZ(ZD\T

T. asahii 3AMTHHMSNZEHETH D2 0%ET
DFEWZMAT . REIL, 1929 4F Akagi'® 1TXD
“Trichosporia cutis psoriatiformis progressiva Asahi et
Akagi”DBEENS pEES Nz, HEIBI AT EEAT S
Z &M S, Trichosporon &35 Z 7= 0%, BEHI D Trichosporon
EVFE I D Z &N S, HifE Trichosporon asahii &% L7z,
“asahii” V3, JUNKZRERHEZR & B OMEICHRL T
W5, KEIZT. cutaneum D4, (synonym) &L TE
WD FeoNTE /M, BIEOEREITBNTS

FREICHS T 52 &, YROEKRMNBIFEL Tha T L,
FoHEH “asahii” EIFREI TR0, FEEHESHY 3HZ
7o #k (taxonomic description) 17785 Z &I2X DM
LHEKE, cnE&EEL, Trichosporon asahii Akagi ex
Sugita, Nishikawa et Shinoda & U7z, BITETIZ, T. asahii
VREEME N a2 R0 HEH B W E BRI 2 O R
KEfEE L TRAINTNWDD, T IR RIS
(type strain) [ZRFHRKTH 5.
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Fig. 2. Phenograms of Trichosporon asahii isolates calculated fromDNA fingerprinting patterns obtained with primers

OPEl, and RC8 (A), and calculated from the ability to utilize 31 compounds (B).

was calculated for each pair of patterns, based on matching fragment positions.
3%, clinical isolates; (O, strains isolated from SHP patients’ houses; @, environmental isolates.

18S 5.8S 26S 53
- b ——
ITS1 ITS2 IGS1 1GS2

(bp) 1787 123 156 175 3380 485 118 1610 7834
(Total)

Fig. 3. Schematic representation of the TDNA locus in Trichosporon asahii CBS 2479 (type strain).

ITS, internal transcribed spacer; IGS, intergenic spacer.
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The phenogram showing the similarities of the isolates was generated by the unweighted pair group method with the
arithmetic mean (UPGMA phenogram), based on the pairwise similarity coefficient matrix. The program PAUP
(ver. 4.0b2) was used to calculate similarity valuesand to generate the UPGMA phenogram. A similarity value (SaB)
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Fig. 4. A phylogenetic tree of the five IGS 1 genotypes of
Trichosporon asahii.

Forty-three T. asahii clinical isolates were analyzed. The
sequences were aligned using Clustal W (ver. 1.8) software,
and the tree was constructed using TreeView (ver. 1.6.2).
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Intraspecies Diversity of Trichosporon asahii as the Causative Agent of Opportunistic
Fungal Infection and Summer-type Hypersensitivity Pneumonitis

Takashi Sugita
Department of Microbiology, Meiji Pharmaceutical University, Kiyose,
Tokyo 204-8588 Japan

Trichosporon asahii is the major causative agent of the opportunistic infection trichosporonosis, and
also causes summer-type hypersensitivity pneumonitis (SHP). Random amplification of polymorphic
DNA analysis was used to determine the intraspecies diversity of 7. asahii isolates from clinical specimens,
the houses of SHP patients, and environmental material. Clinical isolates formed a cluster, characterized
by a 90% matching coefficient, but they did not cluster with strains isolated from SHP patients’ houses
or environmental sources. The biochemical characteristics of 7. asahii isolates from the three sources
were compared, and a phenogram was constructed. One of the two clusters included most of the
clinical isolates and strains isolated from the houses, and the other cluster included most of the
environmental isolates. There was a remarkable difference in the abilities of the strains belonging to
these clusters to utilize several compounds. These results suggest that the genetic diversity and bio-
chemical characteristics of 7. asahii are related to the source of the isolates.

In addition, based on the IGS1 sequence, which is located between the 26S and 5S rRNA genes, we
identified five genotypes of T. asahii, which is a major causative agent of deep-seated trichosporonosis.
Of the five genotypes, three were isolates that originated in Japan, whereas two were American isolates.
IGS sequence analysis shows great potential as a new epidemiological tool.
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