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Metabolism of brassinolide(BL.) was
investigated in cultured cells of P. vuigaris.
Interpretation of GC-MS data of the
metabolite  obtained by  feeding BL
suggested that either 26— or 28-methyl of
BL was eliminated. Direct GC-MS
comparison of the metabolited to synthetic
28- and 26-norBL provided the position of
demethylation was at C26. Therefore the
metabolite was identified as 26-norBL.
Recently, in tomato cells, 26-hydroxylBL
was identified as a BL metabolited,
suggesting that 26-norBL is expected to be
formed by decarboxylation via a
26-hydroxyl — aldehydic — carboxylic BL
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Characterization of Single
Strand Telomere DNA Binding
Proteins from Soybean (Glycine max)
Suspension Culture

Kisang Kwon'', Chian Kwon? and Soon
Young Kim'

Department of Biology, Andong National
University'; Department of Biology, Yonsei
University

We identify and characterize the proteins
that specifically bind to the plant
single-strand telomeric repeats
((TTTAGGG)n) in the nuclear extracts
from the soybean suspension cell. Two
types of specific complexes are detected by
gel retardation assays. Complex I gradually
decreases when the stationary stages
begins. And complex II appears in the
earlier and later stationary stages. Complex
I binds to the single-strand G-rich telomere
DNA containing at least two or more
repeats. It has lower affinity to human
telomere sequence, and even it does not
bind to Tetrhymena or mutated telomere
sequence. Unlike the other telomere-binding
proteins, complex I is not resistant to both
high salt concentration and heat treatment.
These data suggest that each complex is
regulated in different growth stages of
soybean suspension culture. Furthermore,
complex I specifically binds to the plant
single-strand telomere DNA and it plays a
role in the protection of the chromosomal
end.

Germicidal and Insecticidal
Activity of Volatile Components of
Medicinal Plants(llilicium verum Hooker
filius and Eugenia caryophyllata
THUNBERG)
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Myeong Hui Lee' and Chul Yong Son92
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Laboratory of Microbiology, Degartment of
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The germicidal and insecticidal properties of
volatile components extracted from Illicium
verum Hooker fillus(IVO) and Eugenia
caryophyllata THUNBERG(ECO) were
evaluated against seven microorganisms and
three insects for the purpose of developing
biocidal active substances from medicinal
plants. The IVO and ECO showed strong
antimicrobial effect against Aspergillus
niger, Penicillium funiculosum, Mucor
hiemalis, Trichoderma viride,
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