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Transcriptome Analysis of Pumpkin Under Drought Stress

ZHAO Qian
(Heilongjiang Academy of Agricultural Sciences, Harbin 150086, China)

Abstract: Pumpkin is one of the important economic crops in northeast China,drought is the main limiting fac-

tor for pumpkin production. In order to explore the molecular mechanism of drought tolerance and drought tol-

erance related genes in pumpkin, pumpkin variety Jinbei No. 1 was treated with PEG-6000 to simulate drought

stress, high throughput sequencing of pumpkin leaves at different stages was carried out. The results showed

that 1 254 differentially expressed genes were obtained,and 126 genes were involved in the biological process of

drought tolerance through gene function annotation and enrichment analysis. It is worth noting that the five

genes with the highest expression levels were involved in the glycolysis pathway, Therefore, it is speculated

that glycolysis is an important pathway in the molecular mechanism of drought tolerance in pumpkin.

Keywords: pumpkin; Jinbei No. 1; transcriptome; drought stress; drought-tolerant genes
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