trifuged at 500 g to remove blood and granulosa cell contaminations. After rehydration, we processed for
2-D PAGE, and Coomassie blue and silver stainings prior to the analysis of the differential protein
expressions using ImageMaster™ 2D Platinum software.

Results: In this study, numerous protein spots were identified as being differently expressed in follicular
fluids in normal and RSA patients. Seven candidate proteins (1 transcription factor, 1 Zinc finger protein, 1
Tro aH, 1 apolipoprotein, 1 apolipoprotein E precursor, and 2 novel proteins) were identified using matrix-
assisted laser desorption/ionization-time of flight-mass spectrometry (MALD-TOF-MS) or peptide sequ-
encing (ESI-Q-TOF-MS/MS). Isolation of these proteins may delineate general health during pregnancy
and a better understanding of their cellular functions for maintaining normal pregnancy.

Conclusions: The molecular mechanisms for differential protein expressions have to be elucidated for
the prognosis of the pregnancy of individuais with higher risk. Using two-dimensional PAGE and mass
spectrometry, all proteins showing increased or decreased expression in RSA will be identified. These
proteins are able to use as clinical biomarkers in RSA.

P-16 Cellular Localization and Intensity of Id3 mRNA in
Ovaries of Adult Cycling Rats

Hwang SS', Lee HF, Yoon JT

'Institute of Genetic Engineering, *Hankyong Genometek,
Department of Animal Life and Resources, > Hankyong National University

Background & Objectives: Inhibitor of DNA binding protein (Id) is another category of mammalian
helix-loop-helix (HLH) protein. Four members of the Id family, Id1 to Id4, have been identified in
mammalian cells. Id proteins act as positive regulators of cell growth and are required for cell cycle
progression in cell line. This study was performed to examine the expression pattern of Id 3 mRNA during
folliculogenesis in cycling rat ovary induced by PMSG.

Method: Probes for in situ hybridization studies were made by RT-PCR. All PCR products were cloned
into pGEM-T Easy Vector (Promega Corp.). Anti-sense and sense cRNA probes were prepared by means
of in vitro transcription using Sp6 or T7 RNA polymerase. Hybridization was carried out with the
%S-labeled RNA probe (1107 cpm/ml) in a solution. The hybridization signal was estimated on a scale
of 1+ to 4+; +, silver grains sparse, but positive hybridization; ++, silver grains are numerous but do not
cover the cell type in question; +++, silver grains are very numerous and begin to merge in some places;
++++ silver grains are very dense and form a near uniform mass above the cell type in question.

Results: The intensity of the signals showed 2+ or 3+ in oocytes of primordial and primary follicle in
no-treatment and PMSG treated ovaries, however, there were no signals in dominant or atretic follicle. The
signals showed +/- or 1+ in granulose cells in primordial or primary follicles regardless of PMSG treatment,
however, the intensity of the signal in secondary and dominant follicles showed 2+ and 4+, respectively.
There were no signals in theca-interstitial or externa cells during folliculogenesis. The most interesting
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thing is that the expression sites are switched from oocyte to granulosa cells during folliculogenesis.

Conclusions: Id3 gene may have pivotal roles in oocyte growth during early follicular stages and in
granulosa cell proliferation during late follicular stages. Further studies are needed to evaluate the function
of this gene during ovarian folliculogenesis.
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Background & Objectives: H|sjA] A2 o2 Q13 FAAZEL FAIEY 9 Fa o]y o]zl 3t
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P-18 Proteomic Profiling of Polycystic Ovary Syndrome (PCOS):
Identification of Highly Expressed Proteins

Kim YS', Kim MS', Lee SH', Cha KY’, Choi DS?, Lee JA®,
Kim JW?, Choi BC®, Baek KH'

Cell and Gene Therapy Research Institute, Infertility Medical Center, Pochon CHA University,
CHA General Hospital, Seoul, Korea; ZSamsung Medical Center, Sungkyunkwan University,
School of Medicine, Seoul, Korea; *Department of Obsterics and Gynecology,

CL Women’s Hospital, Kwangju, Korea

Background & Objectives: The goal of this study was to identify potential protein markers in polycystic
ovary syndrome (PCOS) that is a heterogeneous disorder characterized by chronic anovulation and hyper-
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