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RESEARCH INTERESTS
Leveraging population-scale data and developing statistical tools around two major topics:
(1) Predicting disease combining both genetic and non-genetic factors across individuals of diverse contexts, e.g., imple-
menting calibrated and accurate risk prediction for all individuals across genetic and socio-environmental backgrounds in
future healthcare systems.
(2) Prioritizing disease-critical variants / genes and understanding their mechanisms impacting complex diseases, e.g.,
leveraging genetic and functional genomic data to determine the pathogenicity of genetic variants and their cascading
effects to downstream genes, cell types and functional pathways.

EDUCATION
PhD in Bioinformatics 2019-2024 (expected)
UCLA, Los Angeles, CA
Bachelor in Computer Science 2015-2019
Zhejiang University, Hangzhou, China
Cross-disciplinary Scholar program 2018 Summer
UCLA, Los Angeles, CA
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