
Resume of Zhihong Gao 

 

 

Office address: 

Zhihong Gao  

College of Horticulture  

   Nanjing Agricultural University 

   No. 1, Weigang, Nanjing 210095, China 

   Tel 86 (25) 84395724 

   Fax 86 (25) 84395724 

   E-mail: gzh71@njau.edu.au 

Qualifications 
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Professor, College of Horticulture, Nanjing Agricultural University, January 2013 – present. 
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Research interests: 

I am interested in germplasm collection and evaluation, the molecular mechanism of pistil 

abortion and the seasonal dormancy release of Japanese apricot (Prunus mume Sieb. et Zucc). We 

have established the National field GenBank for Japanese apricot. 
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