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Research Interest

My current research interest is to use the CRISPR/Cas9 technology for high-throughput screening
of functional genomics in pig, especially to study the molecular mechanism of virus-host
interaction.

Specific focusality:
Development of resistance pigs against viral or bacterial infection using CRISPR/Cas9
technology.
Development of new bioinformatics software and databases for gene editing platform (e.g.
CRISRP/Cas9).

Education &Working Experience

Education Background:
Ph.D. in Biochemistry and Molecular Biology, March 2013;
M.Sc. in Animal Genetics, Breeding and Reproduction, 2009;
B.Sc. in Animal Science, 2006;
Visiting Scientist, International Livestock Research Institute, Nairobi, Kenya, 2019-2020.

Working Experience:
Associate Professor, Department of Animal Physiology and Biochemistry, College of
Veterinary Medicine, Huazhong Agricultural University, 2014-now;
Research Associate, Shanghai Key Laboratory for Molecular Andrology, State Key Laboratory
of Molecular Biology, Institute of Biochemistry and Cell Biology, Shanghai Institutes for
Biological Sciences, 2013-2014.
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