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Abstract: 98 yeast strains were isolated from soil samples collected from 10 counties in the east part of
Qinghai Province. These strains were identified mainly based on the 26S rDNA D1/D2 domain sequence
analysis and morphological and physiological characterization. Diversity and distribution of the yeast spe-
cies in the soil samples were analysed. Among them, 13 species belonging to 10 genera were recognized
(two strains might represent two new species). The dominant species identified were Galactomyces
geotrichum and Rhodotorula mucilaginosa.
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Tablel Identification of the yeast strains isolated from Qinghai based on sequence analysis of the 26S D1/D2 region

. . Sequence similarity to ty;: ) GP:nBank N
Genera Species Strair - accession num- 2r The source of strg 1
Candida C. saitoana QMM 99.1 EU684962
Cryptococcu C. aerius QBZ1 99.7 EU684959
C. albidosimilis QDC! 99.6 EU684960
C. uzbekistanensis QLS2 100 EU642635
C. uzbekistanensis QBS: 98.9 EU642619
Debaryomyc D. hansenii QXM 98.4 EU642624
Galactomyce G.. geotrichum QBZ¢ 99.4 EU642621
G. geotrichum QPA1 99.0 EU642640
G. geotrichum QDT1 99.1 EU642623
G. geotrichum QXSz 99.4 EU642628
Hanseniaspc a  H. occidentalis QMG 100 EU642637
H. uvarum QMCI 100 EU684961
H. uvarum QMC- 99.3 EU642636
Issatchenkia I. terricola QGL: 99.1 EU642627
Pichia P. kluyver QHH: 99.4 EU642629
P. kluyver QXM: 99.3 EU642622
Torulaspora T. delbrueckii QXN: 99.3 EU684963
Rhodotorula R. mucilaginosa QYS1 99.2 EU642630
R. mucilaginosa QXH: 97.9 EU642620
R. mucilaginosa QYS: 99.0 EU642632
R. mucilaginosa QHLI 99.1 EU642631
R. mucilaginosa QMM: 99.1 EU642638
Zygowilliops 3 Z. californica QJD1 99.2 EU642633
Z. californica QJD1: 99.1 EU642634
Cryptococcu C. kuetzingii QJD6 90.5
Cryptococcu C. kuetzingii QBZi 90.5

: 99% , .
Note: Physiological and biochemical characteristics of the strains with less than 99% sequence similarities to the type strains were determined.
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Table 2 Distribution of yeast species in the eastern Qinghai of China

Species Hu wu  Mi 1e Xin g Meny in shuqur u Hualc \g  Xun ua S:; J C'I" : Datc 1g
Candida saitoana = - - — + + + _ _
Cryptococcus aerius - - 4 + + — + - +
Cryptococcus albidosimil - . = + - + + _ +
Cryptococcu.uzbekistaner is - - 4 - + + _ + _
Debaryomyce hansenii - - = + = + - - _
Galactomyces geotrichun - - 1 + + + + + +
Hanseniaspora occidenta - - 4 + - + + _ +
Hanseniaspora uvarum - . 3 + + + _ + _
Issatchenkia terricola > ° - = + - - - _
Pichia kluyver - ° = + - - + + +
Torulaspora delbrueckii = = 4 _ _ _ + _ _
Rhodotorula mucilaginos. - - 4 + _ + + + _
Zygowilliopsis californice ° - = + + + - + _

Two new species = - - = - - - - _

D+ ;=

Note: +: The species was isolated from the area; —: The species was not isolated from the area.
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Fig. 1 Phylogenetic tree constructed from neighbor-joining analysis of the 26S rDNA D1/D2 domain sequences, depicting the
relationships of the yeast strains studied with type strains of related species
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