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Study on Chilling Tolerance of Cucumber During Germination and
Expression of Lysine Decarboxylase Gene
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Abstract: With ¢cDNA-AFLP technique, a specific fragment was isolated from a chilling tolerant cucumber cultivar
‘Changchunmici’, under induction at low temperature (15°C). This fragment could not be induced in the chilling sensitive cucumber
cultivar ‘Beijing jietou’ and named as cctrl32. After recollection, sequencing and translation, the results of blastx and blastp in
GenBank of NCBI indicated that cctrl32 had 88.37% identities and 100% positives with Oryza sativa putative lysine
decarboxylase-like protein, respectively, and PGGXGTXXE, the putative conserved domain of lysine decarboxylase family, was

detected from CCTR132, which suggested that the cucumber chilling tolerance during germination is related to the expression of

lysine decarboxylase gene.
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treatment with low temperature of 15°C for 24 h
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A 1 GACAAGCCAG TGGGACTGTT GAATGTTGAT GGATATTACA ATTCACTACT GTCATTTATT
61 GATAAAGCTG TCGAGGAAGG ATTTGTCAGT CCAAGTGCAC GCCAAATTAT CGTATCAGCG
121 CCAACGGCGA AG

B 1 DKPVGLLNVDGYYNSLLSFIDKAVEEGFVSPSARQIIVSAPTAK 44

2 cotr1Z MIHEERIFS (A RENFEMEEEFS (B)
Fig. 2 The nucleoside sequence of cctr132 (A) and the amino acid sequence translated from cctr132 (B)

CCTR132

KPVGLLNVDGY YNSLLEFIDI4AVEEGF)YSPSAR@IIVSAPTALd 43

Pldclp KPVGLLNVDGY YNSLIQ\FID@AVEEGH|ISPSARINITVSAPTA[0) 43

3 cotr132 SXFEREHEN BRI AR EL R LLXTEER
Fig. 3 The alignment result of cctr 132 with Oryza sativa putative lysine decarboxylase-like protein (Pldclp)
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Fig. 4 The conserved domain of lysine decarboxylase family
was detected in CCTR132
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