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Cloning and Characteristic Analysis of Rice Telomerase RNA

Candidate Sequence
MA Deng-xu, YANG Li-yuan ., MA Guo~xing ,» ZHENG Jie, YING Chang . LIU Xiao—chuan
(Institute of Bioengineering, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract: Telomerase is composed of telomerase reverse transcriptase and telomerase RNA. Telomer-
ase RNA contains the template sequence required for telomere synthesis. Only telomerase RNA sequence
of arabidopsis is obtained now. To establish a rapid and effective method of hyperaccumulator telomerase
and clone telomerase RNA sequence of rice, this research uses heteropolymeric protein in different concen-
trations of PEG6000 selective sedimentary telomerase extract. The result shows that, when PEG6000 con-
centration is 4% , the activity of telomerase is the highest and it can effectively reduce the interference of
ribosome 28S rRNA and 18S rRNA. This paper extracts RNA from telomerase protein fluid, connects the
joint at 3" end, designs forward primer in the template area and obtains a 292 bp unknown fragment
through PCR amplification. It contains telomerase template sequence 5'~AAACCCTAA-3". The sequence
alignment analysis on this fragment and the transcription regulation domain of Arabidopsis telomerase
RNA finds that both have similar transcriptional regulatory elements. Therefore, it is preliminarily judged
that the target fragment of 292 bp is template downstream sequence of rice telomerase RNA.

Key words: rice; PEG6000; telomerase RNA; characteristic analysis



