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Work Experience 

Associate Professor, Bioinformatics group lead, Single-Cell Research Center, 2011/05-present 

Qingdao Institute of Bioenergy and Bioprocess Technology, Chinese Academy of Sciences (QIBEBT-CAS) 

Principal Investigator, NVIDIA CUDA Research Center at QIBEBT-CAS, 2013/10-present 

Visiting Scholar, University of California, San Diego, 2016/08-2016/11 

Senior Research Associate, City University of Hong Kong, 2014/06-2014/07 

Visiting Assistant Professor, Ruhr-University Bochum, Germany, 2013/06-2013/07 

 

Education 

  Ph.D. Candidate in Micro Biology - University of Chinese Academy of Sciences, 2015- present 

M.S. in Computer Science - State University of New York at Stony Brook, 2009 - 2011 

B.E. in Computer Science and Technology -Wuhan University, 2005- 2009 
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