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Research interest

My research area includes Machine learning and Bioinformatics. I mainly pay my attention

to construct diverse prediction models for different pathogenic microbes such as influenza A

virus, West Nile virus, Pasteurella multocida and so on. These models could be applied in the

predictions of interspecies transmission, protein interactions, antigenic variation, host tropism,

etc.

Education & academic appointments

11/2018-present Associate Professor in Computer Science, College of Informatics,

Huazhong Agricultural University, Wuhan, China

07/2014-11/2018 Lecturer in Computer Science, College of Informatics, Huazhong

Agricultural University, Wuhan, China

12/2012-06/2014 Lecturer in Computer Science, College of Science, Huazhong

Agricultural University, Wuhan, China

09/2008-12/2012 PhD, School of Computer Science and Technology, Huazhong

University of Science Technology, Wuhan, China

09/2006-06/2008 Master, School of Computer Science and Technology, Huazhong

University of Science Technology, Wuhan, China

09/1998-06/2002 Bachelor, School of Computer Science and Information Engineering,

Hubei University, Wuhan, China

Ongoing and finished third-party funding

01/2018 Research on breeding and disease control services for smart pig farm based

on "Internet Plus" (Grant number: 2662018JC034), Fundamental Research

Funds for the Central Universities, 2018-2020. (300,000 RMB Yuan for 3

years)



01/2015 Bioinformatics study on avian influenza virus transmission from avian to

human (Grant number: 2662016PY035), Fundamental Research Funds for

the Central Universities (80,000 RMB Yuan for 1 years)

Peer-review & editorial duties

I have served as a reviewer for Plos One and Journal of Biomolecular Structure & Dynamics.
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