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Cloning, Expression and Analysis of a Rice C3HC4—-type Zinc Finger Protein Encoding Gene
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Abstract: The zinc finger proteins belong to the largest family of regulatory transcription factors, which play
important roles during growth and development in animals and plants. In this study, a zinc finger gene OsZFP1
was isolated from rice ¢cDNA library by RT-PCR. Sequence analysis indicated that the gene encodes a 28 kDa
protein with 253 amino acids and contains one typical C3HC4 zinc finger domain. The entire coding region of
OsZFPI1 gene was then cloned into the bacterial expression vector pGEX-KG. The resulting recombinant ex-
pression vector pGEX-KG—-0sZFP1 was transformed into E. coil BL21 for protein expression. After IPTG in-
duction, the expressed protein was analyzed by SDS—-PAGE, and the results showed that the target protein was

expressed at a high level in bacterial cells.
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12 7%
1.2.1 ¥ RNA th# Bl F1 cDNA % —4# 19 & & & RNA
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Z AT GenBank 1) /K % EST J¢ , T i [A] Y5 Eb #5254
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¥ : 1: DNA Marker DL 2000;
2: Jitki pGEX-KG-OsZFP1 / EcoR 1 + Sal 1 ;
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