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By integrating the molecular biology experiments, bioinformatics, genetic transformation
and data-mining approaches, our team are interested in elucidating the molecular genetic
mechanism underlying several important horticulture traits (e.g. bolting and flowering,
taproot formation, quality traits and biotic/abiotic stress response) in root vegetable crops
such as radish, aiming to establishing optional strategies for high-efficient genetically
engineering desirable and high-quality root vegetable cultivars in plant breeding
programs.
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