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Cloning and Expression Analysis of Stress Response Transcription Factor ZmGBF1 Gene in Maize

ZHU Ye-qing, SHEN Yi,KE Ke et al (College of Agriculture, Yangtze University ,Jingzhou, Hubei 434025)

Abstract ZmGBF1 gene was cloned from maize. The ¢cDNA of ZmGBF1 contains 1 134 base pairs and encodes 377 amino acids. The phyloge-
netic tree analysis showed the ZmGBF1 was closely related to wheat TaGBF1,TuGBF3 and sorghum ShCPRF1. Real-time quantitative PCR a-
nalysis showed that ZmGBF1 expression was the highest in coleoptile, followed by leaf and lowest in root. Furthermore ,ZmGBF1 was induced
by salt, drought, high temperature ,low temperature ,abscisic acid and salicylic acid. The expression level of ZmGBF1 under drought and high
temperature was significantly different with that of the control,strongly suggesting that ZmGBF1 might be involved in the responses to drought

and high temperature in maize.
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Table 1 Primers sequence and application
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Fig.1 Bioinformatics analysis of ZmGBF1 protein
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Fig.2 Multiple alignment of the amino acid sequence of ZmGBF1 with other plants
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Fig.4 Relative expression of ZmGBF1 at roots under differential treatments
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