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A total of 132 samples collection from various sources such as soil, mushroom, flowers,
fruits, tree barks and insect frass in Phujong nayoy National Park were used for isolation of yeasts
by enrichment téclquue in yeast extract-maltose (YM) broth containing 0.01% chloramphenicol
and .0.2% Na-propionate and incubation at 25°C for 48-72 h. Sixty three yeast strains were
isolated and ﬂﬁrty-one groups were obtained under morphology identification. The identification
of .the isolated yeasts on the basis of 26S rDNA (D1/D2) sequence analysis indicated that 45
isoiated yeasts were ascomycetous yeasts and distributed to 9 genera such as Candida sp., Pichia
sp., Aureobasidium sp., Dipodascus sp., Kodamaea sp., Debaryomyces sp., Blastobotrys sp.,
Torulaspora sp. and Issatchenkia sp. whereas 18 basidiomycetous isolated yeasts were obtained
which belonged to the following genera; Asterotremella sp., Trichosporon sp., Cryptococcus sp.
and Sporidiobolus sp. with 95-100% similarity of their unique nucleotide sequences in the D1/D2

domain of 26S rDNA when compared to NCBI database.





