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Cloning and Analyzing of Rice CAS Gene

ZHAO Xin et al  (College of Life and Science,Capital Normal University, Beijing 100037 )

Abstract [ Objective [This research aimed to clone and analyze rice OsCAS gene,and to study the function of it in the growth of rice. [ Method ]
Taken nipponbare ,the variety of Oryza sativa L. ssp. japonica as material to extract the total RNA and to carry out RT-PCR amplification. Then the
expression of OsCAS in different tissues of rice was identified. [ Result JOsCAS gene containes 1 164 base pairs and codes 387 amino acids. The re-
sults of Real-Time PCR indicates the expression level of OsCAS in different tissues of rice differs. In leaf,the expression is highest, lower in stem,
and lowest in root. [ Conclusion JThis research could provide experimental references for the effects study of rice OsCAS gene in the stress reac-
tion.
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Fig.3 Sequence alignment of CASs in Oryza sativa and Arabidopsis
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Fig.4 Comparison of intron insert sites of CAS gene between

Oryza sativa and Arabidopsis
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