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Research Interest

Using the deep learning and bioinformatic tools to dissect the genetic architectures and

regulating mechanisms of economically important traits in cucurbitaceous vegetables, especially

melon and watermelon

Professional Memberships

Member of the American Society for Horticultural Science

Other Roles

Reviewer of Food Chemistry, Frontiers in Plant Science, Scientific Reports, Scientia

Horticulturae, PLoS ONE, Acta Biochimica et Biophysica Sinica, Plant Growth Regulation,

Plant Physiology and Biochemistry, Journal of Integrative Agriculture, and Horticultural Plant

Journal.

Education &Working Experience

• Professor, Huazhong Agricultural University (2020 - present)

•Visiting Scholar, CornellUniversity (2015-2016)

• Associate Professor, Huazhong Agricultural University (2012-2020)

• Lecturer, Huazhong Agricultural University (2006-2011)

• Ph.D. Huazhong Agricultural University (2003-2006)

• M.S. Huazhong Agricultural University (2000-2003)

• Research Assistant, Hubei Province Academy ofAgricultural Sciences (1996-2000)

• B. S. Huazhong Agricultural University (1992-1996)
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Additional Information
Teaching courses:

1. Bioinformatics (for PhD candidates)

2. Statistical Analysis with R (for postgraduate students)

3. Experimental Designs and Statistical Analysis (for undergraduate students)
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