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depicting the relationships of the uncommon yeast strains in clinical sources from Beijing with

26S rDNA D1/D2

analysis

closely related reference species. Bootstrap percentages over 50% from 1 000 bootstrap replicates are shown. Reference sequences are from type strains under

the GenBank accession numbers indicated. The marker bar denotes 2% base difference calculated from Kimura' s two-parameter model .
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Table 1  The yeast species distributedrarely in
clinical isolates from Beijing D1/D2
Species Number of Strains ~ Source 5
Candida fermentati 1 Sputum 26S rDNA D1/D2
Candida pseudorugosa 1 Sputum 90 % SSCP
Clavispora lusitaniae 5 Sputum
Cryptococcus saitoi 1 Nail SSCP
Dipodascus capitatus 2 Sputum 10%
Lodderomyces elongisporus 1 Sputum SSCP
Pichia guilliermondii 5 Sputum
Piahia norvegensis 2 Sputum
Pichia anomala 2 Nail Chromagar
Pichia fabianii 1 Urine SSCP
Pichia ohmeri 1 Alveolate fluid
Rhodotorula mucilaginosa 1 Sputum
Saccharomyces cerevisiae 1 Sputum 30%
Saccharomycopsis crataegensis 1 Sputum Chromagar
Trichosporon asahii 2 Lung tissue
Trichosporon jirovecii 1 Sputum
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3
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Rapid identification of clinical yeast species by single-strand conformation
polymorphism analysis of 26S rDNA D1/D2 domain

Juan Li' ?  Fengyan Bai® *
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Prevention China CDC  Beijing 102206 China
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China

Abstract Objective To investigate the reliability of single-strand conformation polymorphism SSCP analysis of 26S rDNA
D1/D2 domain for rapid identification of clinical yeast species and to examine the distribution of the yeast species in clinical
strains from Beijing. Methods Type and authentic strains of five common pathogenic yeast species were used as references.
Approximately 260 yeast strains with diversified clinical origins were collected from four hospitals located in Beijing. The 26S
rDNA D1/D2 domain of each strain was amplified by PCR and subjected to SSCP or sequence analysis. Results SSCP analysis
showed that the Candida strains with slight sequence differences in the D1/D2 domain could be effectively detected. The common
pathogenic Candida species including C. albicans C. parapsilosis C. tropicalis C. glabrata and C. krusei were clearly
distinguished from each other by their SSCP patterns of PCR amplified D1/D2 domain products. Twenty species belonging to 10
genera were identified from the approximately 260 clinical yeast strains based on SSCP pattern comparison for the common species
and D1/D2 sequence analysis for the uncommon species. The dominant species and their frequencies were C. albicans

57.7% C. parapsilosis  10. 0% C. tropicalis  9.2% C. glabrata 6.7% and C. kruset 5.8%
Conclusion The results indicated that PCR-SSCP analysis of D1/D2 is a powerful approach for rapid species identification of
clinical yeast strains. The most common clinical yeast species was C. albicans in Beijing but the increasing trend of non-albicans
Candida species was observed.
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