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Fig. 1 Model proposed for cross talk between miRNA and

Ca* and their role in the regulation of Cd response
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Abstract This paper focuses on the role of microRNAs (miRNAs) in response to cadmium (Cd) stress in rice. A
number of Cd-responsive miRNAs in rice were identified by using microarray assay and quantitative Real-time
PCR. The downstream targets were mainly regulatory genes which encoded transcription factors and protein
kinases. These target genes were reported to be associated with metabolic processes and signal pathways. Promoter
analysis showed that metal stress-responsive cis-elements tended to occur more frequently in the promoter regions
of Cd-responsive miRNAs. These findings suggested that miRNAs played an important role in Cd tolerance in rice,
and highlighted a heavy metal tolerance network involving miRNAs in plants.

Key words microRNA, cadmium, microarray, response, regulation
DOI: 10.3724/SP.J.1206.2011.00354

*This work was supported by grants from Zhejiang Provincial Natural Science Foundation of China (Z3100327), The National Natural Science
Foundation of China (31170251, 31071348), The State Key Laboratory of Rice Biology, China National Rice Research Institute (090102) and 2009
Zhejiang Innovation Program for Graduates.

**These authors contributed equally to this work.

***Corresponding author.

Tel: 86-571-86914510, E-mail: pzhch@cjlu.edu.cn

Received: September 28, 2011 Accepted: November 9, 2011



