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Clone of Full-length cDNA Sequence of Actin Gene of Eleutherococcus Senticosus
and Bioinformatics Analysis
Chai Lihua, Xiu Leshan, Zhou Mi, Xing Zhaobin
(College of Life Science, Hebei United University, Tangshan 063000, China)

Abstract: This study was aimed to clone the full-length ¢cDNA sequence of actin gene of Eleutherococcus sentico-
sus. And bioinformatics analysis was used. The total RNA was isolated from leaves of E. senticosus, and cDNA
was synthesized by reverse transcription of total RNA. Primers were designed according to the conserved se-
quence that had been cloned of Actin of E. senticosus. Then, the 3’and 5° ¢DNA fragments were cloned by
nested PCR. The full-length gene was obtained by gene splicing method. Sequencing results were compared and
treated with similarity analysis by blast analysis in the GenBank. Protein secondary structure and tertiary struc-
ture of Actin of E. senticosus was predicted by online software. The results showed that the full-length ¢DNA
of Actin of E. senticosus is 1507 bp, which named FEsActinl, GenBank accession No. KC469585. The conserved

sequence, which contained a 1134 bp open reading frame that encoding a 377 amino acid residues, a 5'=UTR
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of 140 bp and a 3"-UTR of 233 bp. Homologous alignment showed that it shared over 75% nucleotide se-
quence similarity and over 94% amino acid sequences similarity with Actins in other plants. It was concluded
that this study first isolated and reported the full -length ¢cDNA sequence of actin gene of E. senticosus, and
laid a foundation for the molecular biology research of E. senticosus.
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