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Education

University of California, San Diego
Ph.D. in Bioinformatics and Systems Biology 09/2016 — 12/2022
Advisor: Dr. Joseph Ecker

Research: Epigenetic diversity of mammalian brain

Tsinghua University

B.S. in Pharmaceutical Sciences 08/2012 - 07/2016
Stanford University
Visiting Student Researcher in Genetics 07/2015 - 09/2015

Advisor: Dr. Michael Snyder

Research: Genomic variants in complex human disease
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Honors and Awards

College Graduate Excellence Award of Beijing 07/2016
Qualcomm Scholarship 06/2016
Outstanding Academic and Innovation Scholarship of Tsinghua University 09/2015
First Prize in Beijing “Challenge Cup” 05/2015
Outstanding Academic and Research Scholarship of Tsinghua University 09/2014

Conference Presentations and Invited Talks

A single-cell multi-omic view of the brain.
Salk Featured Fellows 05/2023

Deciphering cell-type specific 3D genome structures with single-cell analyses.
Single-Cell 3D Genomics in Neuroscience and the BRAIN Initiative (Webinar hosted by Arima Genomics) 12/2022

Brain-wide Correspondence Between Neuronal Epigenomics and Long-Distance Projections.

Annual Meeting of Society of Neuroscience 11/2022

Simultaneously profiling of 3D genome structure and DNA methylation in single cells.

Annual Meeting of Advanced Genomic Technology Development 07/2022

Brain-wide Correspondence Between Neuronal Epigenomics and Long-Distance Projections. (Poster)
HHMI Science Meeting: Cellular and Molecular Neuroscience 05/2022

Single-cell Multiomic Study of Mammalian Brain.

Annual Meeting of International Society of Minimally Invasive Neurosurgery (ISMINS) 12/2021

DNA Methylation Atlas of the Mouse Brain at Single-Cell Resolution.
Duke Single Cell Initiative Seminar 11/2021

Single-cell multi-omic profiling of DNA methylation and 3D genome structure in primary motor cortex of human and

mousc.

Annual Meeting of BRAIN Initiative Cell Census Network 06/2021



Epigenomic diversity of cortical projection neurons in the mouse brain.
Annual Meeting of BRAIN Initiative Cell Census Network 06/2020

HiCluster: A Robust Single-Cell Hi-C Clustering Method Based on Convolution and Random Walk. (Poster)
Keystone Conference for 3D Genome: Gene Regulation and Disease 03/2019



