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Research Interests 

 Regulatory mechanism of reproductive development (especially 

seedless berry formation)  

Our lab has demonstrated the key roles of miRNAs on guiding grape seedless berry development 

by modulating parthenocarpy, stenospermocarpic and seed stone development. We are now 

interested in the physiological, molecular biological and epigenetic mechanisms underlying the 

miRNA-mediated grape seedless berry formation.  

 Hormone signal transduction  

We found the primarily signal network of GA cross-interacting with other hormones such as GA, 

IAA and CTK to regulate grape reproductive development, especially seed/seedless berry 

formation, and we have been studying the signal pathways of miRNAs responsive to hormones 

in modulating reproductive development to enrich hormone signal transduction mechanisms.  

 Fruit nutritional quality and human health care  

We focus on the regulatory mechanisms of fruit quality, especially health components such as 

procyanidine, resveratrol and ascorbic acid accumulation in grape berries.   .  
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Education Background 

2010-2012 Ph.D in Pomology, College of Horticulture, University of Nanjing Agricultural 
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University China 

 

2008-2010 M.S. in Pomology, College of Horticulture, University of Nanjing Agricultural 

University China 
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Work experience 

2020-present  Professor, College of Horticulture, Nanjing Agricultural University, China  

2014-2015  Postdoctor, Volcanic Center, ARO, Israel  

2014-2019  Associate Professor, College of Horticulture, Nanjing Agricultural University, 

China  

2012-2013  Lecturer, College of Horticulture, Nanjing Agricultural University, China  
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Honors and Awards 

  Second prize for scientific progress, Ministry of Education, China (2019)  

 Leader 5000 Excellent Paper, Ministry of Education, China (2014)    

 The Excellent Doctoral Thesis of Jiangsu Province, China (2013)  

 The Star of Doctor in Nanjing Agricultural University, China (2012) 

 The ‘Jin Sanbao’ scholarship Nanjing Agricultural University, China (2011) 

  The first-class scholarship in Nanjing Agricultural University, China (2009, 2010, 2011) 

 The ‘Chen Yuguang’ scholarship in Nanjing Agricultural University, China (2009) 

 The Merit Student award in Nanjing Agricultural University, China (2009) 
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