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We analyzed the gene product and the role of gpxl ™ encoding
a putative glutathione peroxidase of 158 aa m
Schizosaccharomyces pombe. Different from S cerevisiae
which contams 3 gpx-like genes, S. pombe contamns only one
gpx gene The null mutation of gpx] caused a retarded growth
on glycerol, a non-fermentable carbon source, whereas it grew
well as the wild type on glucose In glycerol media, Agpxl
exhibited a low respiration rate, suggestng that Gpx1 protemn
1s mvolved n mamtammg optimal respiration abthity m S.
pombe. Western blot analysts revealed that Gpx1 mcreased as
growth phase proceeded and was ennched m organellar
fractons Cosistent with protem level, gpx/* transcripts
mcreased m the stationary phase Fractionation of organelles
and confocal microscopy demonstrated that Gpx1 s located
most likely m mitochondna Purified Gpx1 exiubited perox-
dase activity not with glutathione, but with thioredoxin,
suggestmg that 1t 1s a thioredoxm peroxidase. The essential
cystemne residues as well as the redox state of Gpx1 m vivo are
bemg mvestigated
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A laccase gene of the white-rot fungus Ganoderma lucidum
has been cloned by mverse PCR, sequenced and analyzed
The 1solated gene consists of 4361 bp, with the coding region
mterrupted by mne mtrons and flanked by an upstream region
m which putative CAAT and TATA boxes were rdentified
The ¢DNA of laccase gene contams an open reading frame of
1482 bp The deduced mature laccase protem consisted of 494
amuno acids. The laccase gene shares the highest simulanty to
laccase lec3-1 from Polyporus cilamus (about 75%) The
deduced amino acid sequence was also simlar to those of
Trametes versicolor laccase (74%) and Trametes pubescens
laccase 2 (74%) We have also constructed a YEp based
promoter fusion plasmud contanung the laccase promoter-lacZ
fuston 1 which lacZ expression depends on the laccase gene
promoter regron Effects of metal 1ons on the expression of the
fused gene m Saccharomyces cerevisize were monitored by
ONPG assay
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Proteomic Responses to the Morphological
Transition Signals in Candida albicans
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C. albicans 15 one of the most commonly encountered human
pathogens, causing a wide vanety of mfections ranging from
mucosal mfections m generally healthy persons to hfe-
threatening systemic mfections m mdviduals with impaired
mnmunity. This pathogen has the abdity to undergo a
dimorphuc shift from a yeast form to a hyphal growth form m
response to the environmental signals such as temperature, pH
and nutrnients And this morphological transition 1s thought to
be one of the important vinulence factors Here, to identify the
novel factors and to compare the changed proteome m
morphogenesis of C. albicans, we performed the two-dimen-
stional gel electrophoresis and tandem mass analysis with
uRPLC-ESHontrap and MALDI-TOF/TOF 1 the mnduced
morphological transition state of SC5314 stram A total of
1730 protemn spots were wdentified. And 72 of them were
mcreased and 41 of them were decreased m terms of protem
levels These protems altered m expression levels under
hyphae-inducing conditions could supply more information
about the mechanism of mfection The relationships between
these changed protemns and pathogenesis will be mvestigated
further

y

Regulation of Yeast RPS3 Transcription by Two
Major Yeast Transcription Factors, Gendp and
Raplp
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Rps3p 15 a component of the ribosomal complex, and 1t also
has an extra-nbosomal function, an AP endonuclease
activity. There are upstream activating sequences m the
promoter of nbosomal protemn genes One of these 15 the
bindmng site of Raplp, yeast transcription factor which
acttvates transcriptions of nbosomal protem genes In the
promoter of RPS3, five putative UASrpgs were found and
senal upstream deletion mutants of promoter region were
constructed By using [-galactosidase reporter system and
EMSA, the UASpg of RPS3 was dentified Interestingly,
RPS3 promoter region has two putative Gendp-responsive
elements (UASgcge), which are not usually found m the
nbosomal protem promoters This study revealed that Gendp
and Raplp bind to the promoter of RPS3 m vuro In addion,
the physical mteractions between Gendp and Raplp w vitro
and m wvwvo were confirmed Gendp and Raplp appear to
regulate the gene m a negatively and a posiively way,
respectively When an ammo acid starvation condition was
mduced by 3-ammo mmazole, 1e 3-AT, or a rapamycin
treatment or post-confluent cultare condition, the trans-
criptional level of RPS3 appears to be controlled by Gendp



