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Construction, Expression and Purification of
Calponin T184A: a Mutant of Calponin. CAO
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Abstract Calponin ¢DNA was site mutated (Thr184
- Alal84) by overlap extension PCR method to
reduce the opportunity for calponin to be phosphory-
lated by PKC or CaMK II. The PCR product was
sequenced. The mutated cDNA was then recombined
into an expression vector pAED4 and transferred into,
expressed in E. coli BDz; (DE3) induced by IPTG.
The expression level was up to 15% of total bacterial
proteins. Mutated calponin was liberated form
E. coli by freezing and thawing and purified by
Sephadex G-50. The recombinant protein and the
purified mutant protein was identified by Western
blotting.
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Studies on the Apoptosis- Related Genes of TF 1 Cell
Line by ¢DNA-RDA Technique. LIU Hong T ao,
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Sheng, JING Bao-Qian, YUAN Yong, MA Da Long
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Abstract

anontosis of TF-1 cell line when it is deorived of the

The genes effecting in the process of the

cytokine in the culture medium were studied by RDA
The

TF-1 cell depriving of cytokines for 8 hours was

( representational difference analysis) method.
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selected as the Tester and normak cultured TF-1 cell
as the Driver. Seven gene fragments were found
uniquely expressed or highly expressed in the process
of apoptosis of TF-1 cell line which include some
known genes such as Hou and thioredoxin that for
merly suggested to play a role in apoptosis. There are
three fragments are complete novel after searching the
nr and EST catalogues of GenBank and were banked
into GenBank. The accession numbers for them are
U83208, UB83279, UR83397 respectively. From the
novel gene fragments, the complete ¢cDNA sequence
of them can be fished and the bioactivity and function
of them in apoptosis of TF-1 cell and other hemato-
logical tumors can be further studied. On the other
hand, the function of some known genes which were
not suggested formerly in the course of apoptosis can
be studied.
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