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Investigation of Expression of TGF a mRNA
in Human Gastrointestinal Carcinoma. Qiao
Bo, Sun Congmei, Zhou Airu (Department of
Biochemistry, Beijing Medical University,

Beijing 100083, China).

Abstract

growth factor @ (TGF a) in human gastroin-

The expression of transforming

testinal carcinoma by methods of molecular
hybridization and cell FIT cell-cycle analysis
was investigated. The results show that the
levels of TGF a mRNA are higher in gastric
carcinoma tissues, colonic carcinoma tissues
and rectal carcinoma tissues than in the corre-
sponding control tissues. After treating with
12-O-tetradecanoylphorbol-13-acetate (TPA,
100pg/1., 4h), the level ?f TGF « mRNA in
gastric carcinoma cell line (MGc¢80-3) increas-
es, and percentage of S phase cells is marked-
ly increased after 6 hours. These results sug-
gest that TGF « plays an important role in
gastrointestinal carcinoma tissues and expres-
sion of TGF a mRNA can be regulated by
TPA.

Key words transforming growth factor «,
human gastrointestinal carcinoma, 12-O-te-
tradecanoylphorbol-13-acetate
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The Calculation of the Minimum of Non-Base-
Mismatch Copy Proportion of the PCR Pro-
ducts . Fang Yuequn , Wang Bingrui ( Lanzhou
Institute of Biological Products, Ministry of
Public Health, Lanzhou 730046, China).

Abstract

with mismatch bases in PCR products was

The quantity change of the copies

analyzed. The general formulas of numbers of
copies in different modes after certain cycles
(n) were gained and the math relation between
the minimum (R,) of the non-base-mismatch
copy proportion of PCR products and the effi-
ciency cycle numbers (N), the copy chain
length (H) catalyzed by Taq polymerase and
the mismatch frequency (f) was concluded by
way of substituting step by step: R, = (1 —
Hf/2)Y'(1 — Hf) . The formula has a guid-
ance sense for preparing the gene segments
used for the gene expression by PCR tech-
nique.

Key words polymerase chain reaction, base
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