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Study Informaiton

My research aera includes cancer systems biology and data mining. For several years, I have paid
my attention to identify prognostic signatures and construct prognosis models for cancer patients,
using network biology as tool. Recently, I am working on cancer early detection by using cell-free
DNA fragmentation.

Professional Memberships

Member of Bioinformatics Division, Chinese Association for Artificial Intelligence
Member of China Computer Federation
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Education &Working Experience

Education
2005.9 - 2009.7 Jinan University in Guangdong Computer Science, Bachelor
2009.9 - 2014.7 School of Computer, Wuhan University Computer Science, PhD
Experience
2014.7-2017.12 College of Informatics, Huazhong Agricultural University Lecturer
2018.1-present College of Informatics, Huazhong Agricultural University Associate Professor
2019.4 – 2020.10 Cincinnati Children's Hospital Medical Center Research fellow
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