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ties of B-type, L-type and T-type Ca** channels
were recorded on cultured ventricular myocardio-
cytes of neonatal Wistar rats by cell-attached
patch clamp technique. T-2 toxin at dose of
10 mg/L significantly inhibited the activities of
the three types of Ca®* channels. The open time
of Ca®** channels was shortened and the open-
state probability was decreased, whereas there

were no significant variations in the amplitude of

ionic current flowing through the Ca’* channels.
Compared with verapamil and Bay K 8644, the
effects of T-2 toxin on the Ca’* channels were
similar to the blockade effect of verapamil. It
was suggested that the cytotoxic action of T-2
toxin may be due to the damages of cell
membrane.
Key words f{usarium toxin, T-2 toxin, cardiac

cell, calcium channel, patch clamp technique
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The Construction of RNA Secondary Structure
Prediction System. Li Wuju, Wu Jiajin ( Insti-
tute of Basic Medical Sciences, Academy of
Military Medical Sciences, Beijing 100850,
China).
Abstract  The following algorithms of RNA
secondary structure prediction: the maximum
base pairing, Zuker’s minimum free energy, the
optimal stacking of helical regions, the random
stacking of helical regions and all possible combi-
nations and the RNA secondary structure draw-
ing based on primary helical regions have been
used to construct RNA secondary structure pre-
diction system named Rnafold. In addition, the
former four methods are compared through 20
tRINA sequences in the two aspects of free
energy and cloverleaf structure. The statistical
difference of free energy was analysed by ¢-test.
From the point of view of cloveleaf structure,
the method of randoni stacking is the best, the

second are the optimal stacking and Zuker's algo-
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rithms and the worst is the maximum base pair-
ing. Finally, the difference between two meth-

ods of minimum free energy was analysed.

Key words RNA secondary structure, predic-

tion, comparison
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