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Abstract

Korea

To develop the effective microbial screening method, pyrolysis mass spectrometry (PyMS) fingerprinting was

evaluated as a tool that discriminate various yeast strains. The larget yeast strains were isolated

from industrial

wastewater. Seventeen environmentai isolated yeast strams were examined by pyrolysis mass spechrometry and

sequencing analysis of the large subunit tRNA gene D1/D2 region. The PyMS resulls were compared with those of

sequencing analysis. Taxonomic correlations were observed between the PyMS5 data and the sequencing results. It

was concluded that PyMS provides a rapid, reliable and cost-reducing method for discrimination of the yeast strains.
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Table 1. Identification result of isolated yeast strains on the
basis of Dt/D2 region sequence similarity com-
parison

Samples Results Reference strians

Y1  Rhodotoruls mucilaginosa (same) CBS 482
Y2 Rhodotorula mucilaginosa (2 bp) CBS 482
Y3  Rhodotornla mucilaginosa (same) CBS 8383

Y4 Pickin guilliermondii (same) KCTC 7832
Y5 Dipodascus capitatis (same) NRRL Y-17686
Y6 Trichosporon asahii (same) CBS 2479

Y7 Trichosporon asahil (same) CBS 2479

Y8  Rhodotorula mucilaginosa (1 bp)  CB5S 482
YO Rhodotoruls mucilaginosa (same) CBS 8383

Y10 Pichin guilliermondri (same) KCTC7832
Y11  Dipodascis capifatus (same) NRRL Y-17636
Y12 Dipodascus capibtatus (same) NRRL Y-17686
Y13 Candida rugosa {4 bp) NRRL Y-95
Y14  Candide rugoss (4 bp) NRRL ¥-95

Y15 Dipodascus capifatus (same) NRRL Y-17686
Y16  Yeast-like fungi (NI) -

The words in the brackets show number of nucleotide substitution
compared with reference strains. Bp; base pair, NI; not identified.
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Fig. 1. Dendrogram based on PyMS data showing the
relationship among the seventeen yeast strains.
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Fig. 2. Unrooted meighbour-joining tree resulting from
analysis of D1/D2 regions of large subunit rDNA
sequences,

The scale bar indicates 0. 1 nucleotide substitutions
per nucleotide posilion.
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