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Appointments
Associate Professor, 7/2019-Present
Assistant Professor, 7/2011-6/2019
Departments of Systems Biology and Biomedical Informatics
Columbia University

Education
Ph.D., Baylor College of Medicine, Houston, Texas, 2007
Computational biology, Advisor: Dr. George Weinstock
B.Sc., Peking University, Beijing, 2000
Molecular Biology and Biochemistry, and Honor Science Program

Training
Postdoctoral Research Scientist, advised by Dr. Itsik Pe’er, 2008-2011
Department of Computer Science, Columbia University
Postdoctoral Fellow, advised by Drs. Richard Gibbs and George Weinstock, 2007-2008
Human Genome Sequencing Center, Baylor College of Medicine

Administrative Leadership and Academic Services

2011-present Associate Director, JP Sulzberger Columbia Genome Center

2015-present Adjunct member, Columbia Center of Translational Immunology

2016-present Member of PhD Admissions Committee, Department of Systems Biology

2015-present Co-organizer of Distinguished Speaker Seminar Series in Department of
Systems Biology

2018-present Affiliated Member, New York Genome Center

Research Support

Grants as PI or core director

2017-2022 National Institute of Health (NIH) RO1 GM120609 Integrate cancer genomics
data in genetic studies and diagnosis of developmental disorders (PI)

2019-2021 NIH R03 HL147197 Integrate gene expression data to characterize the
contribution of rare genetic risk factors to structural birth defects (PI)

2019-2020 Simons Foundation Autism Research Initiative, Maximizing autism gene
discovery by machine learning and single cell data (PI)

2017-2022 NIH P01 HD068250-06A1, Gene Mutation and Rescue in Human Diaphragmatic
Hernia, (Role: MPI; PD: Donahoe).




2017-2022 NIH P01 HD093363, Developmental Mechanisms of Trachea-Esophageal Birth
Defects (Role: Director of Genomics Core; PD: Zorn).

2016-2021 NIH U19 AT128949, Human anti-viral immune responses in tissues and
circulation. (Role: Co-Director of Data Analysis Core; PD: Farber).

2018-2023 NIH P01 AT106697, Tissue compartmentalization of human lymphocytes (Role: PI
of Bioinformatics Core; PD: Farber).

Previous grants

2017-2019 NIH R03 HL138352 Genetic analysis of structural birth defects by integration of
multiple diseases with epigenomic data and cancer mutations (PI).

2013-2018 NIH P01 AI106697, Tissue compartmentalization of human lymphocytes (PI of
Bioinformatics Core).

2011-2013 Amazon Web Services in Education Research Grant, Cloud-based computational
framework for analyzing large-scale high-throughput sequencing data. (PI)

2018-2019 Amazon AWS Cloud Credits for Research program. Efficient cloud computing for
bioinformatics analysis of large-scale genome sequencing data in genetic studies.
(P1)

2015,16,17 NIH X01HL132366, X01HL140543, X01HL136998. Genomic Analysis of
Congenital Diaphragmatic Hernia, (Role: MPI; PD: Chung WK).

Educational Contributions

Teaching

2015-present G4017 Deep Sequencing, a graduate course about principles of high-throughput
sequencing technologies, foundational statistical and computational methods in
computational biology, and applications of sequencing in genetics and systems
biology. Teach every fall semester at Columbia University Medical Center

2011-present Guest lectures in Introduction to Precision Medicine, Introduction to Computer
Applications in Health Care & Biomedicine, Functional Genetics Boot Camp:
Computational Integration of Genome and Transcriptome Data.

Graduate Student/Postdoctoral Fellow Mentoring

Previous trainees

PhD students

2015-2019 Alexander L. Hsieh (PhD student, DBMI): currently scientist at Broad Institute.
Thesis: Mosaic mutations and congenital heart disease.

20142018 Hongjian Qi (PhD student, Applied Physics): currently data scientist at
Robinhood Markets Inc. Thesis: The contribution of de novo mutations to
genetic architecture of developmental disorders.

2017-2018 Chen Chen (PhD student, Biological Sciences): currently postdoc fellow at
Illumina Inc. Thesis: The Generation and Functional Consequence of Human
Genetic Mutations.

20122017 Boris Grinshpun (PhD student, Integrated Program): currently Postdoc fellow at
EMD Serono. Thesis: diversity of T cell receptors in healthy human and patients.

Postdoctoral scientists




2014-2019
2015-2017
2012-2014
20112013
20112012

Wenji Ma: currently Assistant Professor at Chinese Academy of Sciences
Xinwei Han: currently Scientist at Constellation Pharmaceuticals

Badri Vardarajan: currently Assistant Professor at Columbia University
Casey Overby: currently Assistant Professor at Johns Hopkins University
Yaping Feng: currently Research Scientist at Rutgers University

Master or undergraduate students:

2018-2018
2017-2017
2017-2017
2014-2016
2014-2015

2012-2015
2012-2014

Bonnie Wang (Undergraduate): currently at Columbia College

Emily Gao (Undergraduate from Cornell): currently at FaceBook

Dana Wintner (Undergraduate from Cornell).

Aleksandar Obradovic (Undergraduate): currently MD/PhD student at CUMC
Jonathan Packer (Undergraduate): currently PhD student at Univ. of
Washington

Daniel Backenroth (Master student): currently Director at Johnson & Johnson
Edwin Lin (Master student): currently MD/PhD student at University of Utah

Current Trainees

2019-present
2019-present
2019-present
2018—present
2018—present
2018—present
2017—present
2017—present
2017—present
2016—present
2016—present

Yige Zhao (PhD student, DSB)

Dr. Zicheng Wang (Postdoc)

Dr. Renjie Tan (Postdoc)

Bulat Ziganshin (PhD student, Department of Genetics and Development)
Dr. Xiao Fan (Postdoc)

Dr. Lu Qiao (Postdoc)

Dr. Haicang Zhang (Postdoc)

Dr. Xueya Zhou (Postdoc, jointly mentored by Dr. Wendy Chung)
Siying Chen (PhD student, Integrated Program)

Alexander Kitaygorodsky (PhD student, DBMI)

Na Zhu (Postdoc, jointed mentored by Dr. Wendy Chung)

PhD Thesis committee

2017—present

Xiangtian Tan, Biological Sciences (Califano group)

20162019 Filip Cvetkovski, Immunology (Farber group)

20162019 Michelle Miron, Integrated Program (Farber group)
2014-2017 Jing He, DBMI (Califano group)

2013-2016 Yajing Angela Xie, Integrated Program (Allikmets group)
2014-2015 Eugenia Lyashenko, DBMI (Vitkup group)

2014-2015 Rachel Melamed, DBMI (Rabadan group)

20132015 Naomi Yudanin, Immunology (Farber group)

20132014 Zachary W. Carpenter, Integrated Program (Rabadan group)
2012-2013 Jiyang Yu, DBMI (Califano group)
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