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248! Expression Profiling of
Differentially Regulated Genes during
the Development of Grape Beérry Skin

Mina Lee’ and Jaeho Pyee
Department of Molecular Biology, Dankook
University

To isolate and characterize diffrentially
regulated genes during the development of
grape berry skin, a subtractive suppression
hybridization (SSH) was carried out with
mRNA obtained from berry skins and
fleshes and about one hundred putative
cDNA clones were obtained. We confirmed
the skin-specificity of their expression by
reverse northern and northern blot anlaysis
and finally selected three clones. The
nucleotide sequence of these three clones
revealed that they encode
leucoanthocyanidine dioxygenase (LDOX),
class IV  endochitinase and SRC 1,
respectively. To further investigate the
expression pattern of these genes during
the berry skin development, we prepared
total RNA from grape berry skin and
fleshes at the different stages and
performed northern blot analysis.
LDOX-encoding gene was expressed almost
evenly at the different stages in berry skin.
The expression of SRC I-encoding gene
was first detected 2 weeks post flowering
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and gradually increased as berries ripened.
However, endochitinase-encoding gene was
not expressed until 11 weeks post flowering
and the most highly expressed at the fully
ripen stage. These three genes were
exclusively expressed in grape berries and
their expression was not detected in other
organs such as leaves, roots and flowers.
The results of this work showed that these
three genes might play an important role
during the grape berry skin development.

Differential Regulation of the
Expressed Genes during the Cell
Division to Enlargement Transition at
the Early Stage of Grape Berry
Development

Joon-Yeong Kih{', Mina Lee and Jaeho
Pyee

Department of Molecular Biology, Dankook
Untversity

In most of the fruit plants including
grapevine, the fruit size is determined by
the number of cell divisions at the very
early stage of fruit development. After cell
division, cells expand exponentially and
finally fruit reaches the full size, showing a
typical size and shape. In order to identify
the genes involved in the determination of
the fruit size, we isolated and characterized
the genes which are differentially regulated
during the cell division to cell enlargement
transition. Total RNA was isolated from
grape berries at the different stages, 1, 3
and 15 weeks after fruit set. Suppression
subtractive hybridization (SSH) provided
237 putative c¢DNA clones and their
expression profiling was analyzed during
the fruit development. A cDNA
clone(designated vigbed 37) was specifically
expressed at the early stage of fruit
development and DNA sequence analysis
showed that it encodes a
metallothionein~like protein.

YAl Effect of Picloram on
Organogenesis from Tissue Culture of
Arabidopsis Stem and Orgin of the
Callus Development
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do] doju}r] AlFstgen 49 FoE 93
229 AEEIH meristemoid FAo] U
el vl 79 Fole MEXEde] HiE2n ¥
bR AR ul$ waA FAHY callusE
g5}

BYA[§ Revisiting phase transition in
Arabidopsis thaliana

Sung-Suk Suh and llha Lee’
School of Biological Sciences, Seoul National
University, Seoul 151-742, Korea

In recent papers, it has been repeatedly
claimed that vegetative (leaf) primordia can
be converted into reproductive (paraclade)
primordia and that paraclades are
differentiated by the basipetal activation of
buds from the axils of the leaf primordia,
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