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neurons were diverse obviously and revealed a variety
of mode in discharge. When absolute value of
polarization current was lesser than 1.0 nA, the
relation of /-V in NCNs was more significant ( r=

0.96) and the rectification insignificant; when the
polarization current larger than 1.0 nA, the rectifica
tion occurred on both ends of the curve and then I-V
curve showed S-type. The rectification of somatic
NCNs was much significant than norr nociceptive ones
(NNCNs). R,, T and C, of the NCNs were
evidently larger than those of NNCNs (P < 0.01 or

P < 0.05). The materials obtained indicated that
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morphology and structural of cell membrane, volume
of the soma bettween NCNs and NNCNs might have
meaningful differences. It also means that physiologi-
cal functions were unlike. The specificity of the elec
trical parameters in cell membrane might provide
experimental materials for specific theory of pain sen-
sation. Reporting to investigate electrical properties
(Rw, Tand C,) of the membrane in primary cortial
nociceptive neurons had not found in literatures.
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Abstract
68 exomr intromrexon and the corresponding exorr exon
sequence segments, it is found that about 90% of 5
and 3" terminal bases G (splicing sites) of introns are
situated in the loops of secondary structures or at the

ends of stems near the loops, and most of “G” s in
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loops are closed to the ends of loops. Approximately
92% of the connecting sites of the adjoining exons

About 82% of the

branch point “A” s are situated in loops or at the

also show the similar features.
ends of stems near the loops. Splicing sites and
branch points approach each other in space because of
the folding.

Key words mRNA, exon,
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intron, splicing site,
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