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undergraduate

2002.09 — 2007.01 University of Science and Technology of China,
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2007.01 — 2007.07 Research Assistant, Life Science School, University of
Science and Technology of China

2007.07 — 2009.06 Associate Professor, Department of Systems Biology, Life
Science School, University of Science and Technology of China

2009.07 — present Professor, Biomedical Engineering, College of Life Science
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[5] Scientific titles and degrees

The 1st International Conference on Translational Biomedical Informatics
(ICTBI), Dec. 8-10, 2012, co-chair

Reviewer for: Nucleic Acids Research; Journal of Proteome Research;
Briefings in Bioinformatics; BMC Bioinformatics; PLoS ONE, Proteins:
Structure, Function, and Bioinformatics; Journal of Molecular Modeling;
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Ph.D., 2007.01, Life Science School, University of Science and Technology of
China

B.E., 2003.07, Computer Science and Technology department, University of
Science and Technology of China

B.E., 2002.07, Polymer Science and Technology department, University of
Science and Technology of China
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- Computational studies of Post-translational modifications (PTMs)
- Bioinformatics & Systems Biology
- Comparative Proteomics
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- Network analysis of PTMs
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1.

8.
9.

May 2016, excellent oral presentation award for young scholars, CNHUPO,
China

October 2015, “Grand Challenges 2015 — Young Scientists”, Bill & Melinda
Gates Foundation & MOST of China

2014, supported by the National Program for Support of Top-Notch Young
Professionals, China

January 2013, “The Fouth SCOPUS Young Researcher Award”, China
July 2009, excellent oral presentation award for young scholars, CNHUPO,
China

May 2008, Fifty most excellent Ph.D. dissertations of Chinese Academy of
Sciences (CAS).

June 2006, Travel Fellowship Award $1000, 14" Annual International
Conference on Intelligent Systems for Molecular Biology.

November 2006, Hong Kong “Qiu Shi” Scholarship for graduates.

October 2005, “Dong Gang” Scholarship for graduates.

10.June 2005, excellent article of graduates in USTC (Second class).
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