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Research Interests 

Genetic Breeding；Applied Genomics；Radish Germplasm Enhancement and 

Utilization； Biotechnology of Vegetable Crops. 

We employ genomic approaches, molecular biology technology and traditional 

breeding methods to dissect the genetic mechanism and facilitate genetic 

improvement of horticultural traits in radish. The main works focus on investigation 

of genetic regulatory network in response to heavy metal stresses in radish; dissection 

of  molecular mechanism underlying key horticultural traits including heat, salt and 

bolting tolerance; identification and utilization of germplasm resources, and 

molecular design breeding in radish; development of elite cultivars and germplasm 

enhancement. 
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