
CURRICULUM VITAE

	Personal Information 
	[image: 微信图片_20230629100845]

	Name
	Jing Gong
	Gender
	Female
	

	Position Title
	Professor
	

	Working Department
	Department of bioinformatics, College of informatics
	

	Email
	  gong.jing@mail.hzau.edu.cn
	

	Address
	1 Shizishan Jie, Hongshan Qu, Wuhan 430070, China

	

	Tel
	189711176892
	Fax 
	

	Research Interest 

	· Big data mining and integrative analysis of multi-omics data, including DNA-seq and RNA-seq, proteomics, epigenetics, to decipher biological mechanisms.
· [bookmark: _GoBack]AI-driven genomics for predictive models of variant function and gene-regulatory mechanism.

	Professional Memberships

	· China Computer Federation (CCF), Member
· China Bioinformatics Technical Committee, Member
· Reviewer for Nucleic acids research、American Journal of Human Genetics、Briefings in Bioinformatics, etc.

	Other Roles

	None

	Education & Working Experience

	· 10/2018-present Professor in Bioinformatics, College of Informatics, Huazhong Agricultural University, Wuhan, China 
· 05/2018-09/2018 Associate professor, School of public health, Huazhong University of Science & Technology, Wuhan, China
· 04/2016-04/2018 Post-doctoral Research Fellow, University of Texas Health Science Center at Houston Medical School, USA 
· 07/2013-03/2016 Post-doctoral Research Fellow/ Lecturer, School of public health, Huazhong University of Science & Technology, Wuhan, China 
· 09/2008-06/2013 Ph.D. in Bioinformatics, Huazhong University of Science & Technology, Wuhan, China 
· 09/2003-06/2008 Bachelor of medicine in Public Health, Huazhong University of Science & Technology, Wuhan, China
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Below are 10 representative publications; for more details, please visit https://gonglab.hzau.edu.cn/#!/publication
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