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DEGREE Completion
INSTITUTION AND LOCATION applig;ble) MMD/?(t\((aYY FIELD OF STUDY
Peking University, Beijing, China B.S. 05/2008 Physics
Washington University in St. Louis, MO, U.S. PhD 01/2015 Biomedical Engineering
Washington University in St. Louis, MO, U.S. Postdoc 01/2018 Genetics
Stanford University, CA, U.S. Postdoc Genetics

A. Personal Statement

My past research work in Washington University in St. Louis is focused on transcriptional gene
regulation, or more specifically, using high-throughput sequencing combined with other biophysical
techniques to characterize protein-DNA interactions, and deciphering their molecular mechanism
of various genetic diseases. Currently I’'m combining sequencing, microfluidics and chemical
biology approaches to study post-translational modifications (PTMs) on protein-DNA and protein-
protein interactions.

B. Positions and Honors
Cold Spring Harbor Asia Fellowship Award
Suzhou, Oct 2014

11th International Conference on Bioinformatics and Biomedical Engineering (iCBBE 2017),
Invited speaker and technical session chair, Hangzhou, May 2017

C. Contributions to Science
Development of Spec-seq method to quantitatively characterize protein-DNA interactions specificity;
Development of Methyl-Spec-seq to characterize methylation sensitivity of protein-DNA interactions;
Development of Two-Color fluorescence anisotropy to characterize protein-ligands interactions in general,
Discovery of non-independent recognition of tandem zinc finger proteins;
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