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Cloning and overexpression vector constructing of PDC gene in water-

melon

Yang Yi, Du Shuangjiang, Zhou Meihan, Ma Tingting, Wang Xuezheng

(College of Horticulture and Landscape Architecture, Northeast Agricultural University, Harbin 150000, Heilongjiang, China)
Abstract: Pyruvate decarboxylase (PDC)is a key enzyme in the glycolytic. In this study, the CIPDC gene was cloned
from the cDNA of watermelon pulp using specific primers. Bioinformatics analyses illustrated that the CDS of CIPDC
gene was 1818 bp, encoding 605 amino acids. The protein had a molecular mass of 65.37 kDa and a theoretical isoelectric
point of 5.88, and was classified as a hydrophobicity non-transmembrane protein. Phylogenetic analysis indicated that the
CIPDC gene had a high homology with the PDC gene of cucurbit crops such as melon, wax gourd, and cucumber.
qRT-PCR analysis demonstrated that the CIPDC gene had the highest expression level in pulp and increased as fruit rip-
ened. Two restriction enzymes were used to design specific primers for homologous recombination, then inserted the gene
into the plasmid to successfully construct the CIPDC-overexpression vector. In conclusion, the above studies suggest that
CIPDC may play an important role in the fruit glycolytic process of watermelon. The results lay the foundation for the sub-
sequent analysis of its specific biological functions.
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