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Abstract: Objective To clone and sequence the cDNA encoding actin gene from the roots of Codonopsis pilosula. Methods
Degenerate primers were designed based on the conserved sequences of the actin gene from other plants. Total RNA was extracted
from the roots of C. pilosula. Actin gene fragment was obtained by reverse transcription polymerase chain reaction (RT-PCR) and
PCR products are sub-cloned into pMD19-T Simple vector. The positive clone identified by PCR was sequenced. Results The
sequencing result revealed that the actin gene fragment from the roots of C. pilosula contained about 603 bp, encoding 200 amino
acids. Sequence analysis suggested that the nucleotide sequence and the translated amino acid sequence shared over 78% and 90% of
homology respectively with actin gene sequences from other higher plants. Conclusion It is the first report that a novel actin gene
is cloned from roots of C. pilosula. This work lays a foundation for application to actin gene.
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Table 1 Origins of actin genes
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Fig. 1 Formaldehyde agarose gel electrophoresis
of total RNA from roots of C. pilosula
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Fig. 4 Nucleic acid sequence and deduced amino acid

sequence of actin gene fragment from roots

of C. pilosula
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Fig. 5 Multiple comparison in amino acid sequence of actin between roots of C. pilosula and other plants
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Fig. 6 Homological analysis on amino acid sequence of actin
between roots of C. pilosula and other plants
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