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Research Interest

Sex dimorphism in phenotype is mainly caused by genes differentially expressed between

sexes (called sex-biased genes). Many sex-biased genes are genes that encode long noncoding

RNAs (lncRNA). Although some sex-biased lncRNAs have been found to regulate gonad

development, the function of most lncRNAs are still unknown. Our previous study validated the

transcriptome annotation of noncoding functional elements, and suggested the contribution of

sex-related drives in the evolution of noncoding sequences in animal genomes. Although some

sex-biased lncRNAs were found to be involved in sex development, the function of most

sex-biased lncRNAs were still unknown. We thus focus on sex-biased lncRNAs, systematically

identifying sex-biased lncRNAs in multiple animal species (including fruitfly, zebrafish, medaka,

chicken, human, and etc.) with high-throughput sequencing techniques, and exploring their

evolutionary mechanisms, functions in sex development, and potential effects on diseases. The

implementation of our study will provide a solid foundation for revealing the function of

sex-biased lncRNAs, and be important for precision medicine.
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Education &Working Experience

Education:

2006 – 2011 Ph.D, Bioinformatics, Center for Bioinformatics, College of Life Sciences,

Peking University, Beijing, China. Dissertation: Deficiency of X-linked inverted duplicates in

Drosophila melanogaster and the underlying mechanisms. Mentor: Dr. Manyuan Long.

2002 – 2006 Bachelor of Science, Biotechnology, National life science and technology

talents training base, College of Life Science and Technology, Huazhong Agricultural

University, Wuhan, Hubei, China.

2003 – 2006 Bachelor of Arts, Journalism, School of Journalism and Communication,

Wuhan University, Wuhan, Hubei, China.

Professional Experiences:

2016.9-Present Professor, College of Life Sciences & Technology, Huazhong Agricultural

University, Wuhan, China.

2011.9-2016.9 Postdoc, Laboratory of Cellular and Developmental Biology, National

Institute of Diabetes and Digestive and Kidney Diseases, National Institutes of Health,

Bethesda, MD, United States. Mentor: Dr. Brian Oliver.
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