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Education
Washington University in St. Louis Ph.D. in Molecular Genetics and Genomics 2014–2020

National Yang-Ming University, Taiwan M.S. in Microbiology and Immunology 2009–2011

National Tsing-Hua University, Taiwan B.S. in Life Science 2005–2009

Experience
New York Genome Center & New York University New York, NY

Postdoctoral research associate, Laboratory of Dr. Neville Sanjana 2021–Present

Washington University in St. Louis St. Louis, MO

Postdoctoral research associate, Laboratory of Dr. Li Ding 2020–2021

Academia Sinica Taipei, Taiwan

Research assistant, Laboratory of Dr. Soo-Chen Cheng 2011–2014
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Selected and Invited Talks
Transcriptome-scale RNA-targeting CRISPR screens reveal essential lncRNAs in human cells

Feigin Rising Stars Symposium (Invited) Baylor College of Medicine, TX, 2026

Salk Rising Stars Symposium The Salk Institute, SD, 2025

STATGEN 2025: Statistics in Genomics and Genetics (Invited) University of Minnesota, MN, 2025

CSHL Meeting: The Biology of Genomes Cold Spring Harbor Laboratory, NY, 2024

NYC RNA Symposium Rockefeller University, NY, 2024

Genome Engineering Seminar Series at Harvard Medical School (Invited) Virtual, 2024

Multiomic profiling reveals tumorigenic DNA methylation associated with therapeutic vulnerability and

cell-of-origin

The CPTAC Annual Scientific Symposium Virtual, 2021

The CPTAC Site Visit – NYU-WU-BYU PGDAC New York University, NY, 2019

A novel mechanism for Prp5 function in prespliceosome formation and proofreading the branch site

sequence

CSHL Meeting: Eukaryotic mRNA Processing Cold Spring Harbor Laboratory, NY, 2013



Taiwan Yeast Meeting Taiwan, 2013

Fellowships

Taiwan Ministry of Education - Washington University in St. Louis Fellow ($732,000) 2014–2018

Washington University in St. Louis Precision Medicine Pathway Fellow ($5,000) 2015–2016

Taiwan Ministry of Education Fellowship ($10,000) 2007–2008

Honors & Awards
• Invited to Feigin Rising Stars Symposium, Baylor College of Medicine 2026

• Outstanding postdoctoral fellow, Rising Stars Symposium, The Salk Institute 2025

• Travel Award, STATGEN 2025: Statistics in Genomics and Genetics 2025

• Outstanding Contribution Award, New York Genome Center 2024

• NYU Postdoctoral Travel Grant Award, New York University 2024

• Best of Cell Reports 2018

• Outstanding Merit Research Award, National Yang-Ming University 2011

• Dean’s List, Department of Life Science, National Tsing-Hua University 2007

• Outstanding student from a low-income background, Lu Feng-Zhang Memorial Scholarship 2006

Teaching & Mentoring
Simons Foundation–NYU Biology Summer Undergraduate Research Program, New York, NY

Mentored an underrepresented student on a project focused on identifying long noncoding RNAs essential for

macrophage differentiation and polarization using in vitro CRISPR pooled screening.

• Sebastián H. Díaz-Rodríguez, Undergraduate at University of Puerto Rico-Río Piedras Summer 2024

Current - Undergraduate, NIH-funded Research Initiative for Scientific Enhancement (RISE) scholar

Laboratory of Neville Sanjana, New York University, New York, NY

• Breanna Williams, Master’s student, Recipient of the Wasserman Center Internship Grant 2022–2023

Current - Research technician at Memorial Sloan Kettering Cancer Center

• Olivia Choi, Undergraduate, Recipient of the NYU Dean’s Undergraduate Research Fund 2022–2024

Current - Ph.D. student at Johns Hopkins University

Laboratory of Li Ding, Washington University in St. Louis, St. Louis, MO

• Carolyn Lou, Undergraduate 2015–2017

Current - Associate Director at Pfizer Biostatistics

• Terrence Tsou, Undergraduate 2017–2019

Current - Medical student at Johns Hopkins University

• Rita Jui-Hsien Lu, Research technician 2019–2020

Current - Senior bioinformatician at Mount Sinai Medical School

Department of Biology, Washington University in St. Louis, St. Louis, MO Spring 2016

Delivered lectures, provided assistance in molecular biology experiments, and assessed student performance as a

teaching assistant in the Microbiology Laboratory course (Biol 3491) for over 30 undergraduate students.

Service & Outreach
Postdoc Seminar Series, New York Genome Center, New York, NY 2021–Present

Organized and coordinated monthly seminars featuring presentations by postdoctoral researchers.



Café Philo at NY, New York, NY 2024

Delivered a talk introducing the human genome and genome editing to a general audience of over 30 participants.

Biology Club, Rutgers University-Camden, Camden, NJ 2022

Participated as a panelist to discuss career development opportunities in science and technology with over 20

students.

Midwest Taiwanese Biotechnology Association, Chicago, IL 2017–2021

Co-founded this 501(c)(3) nonprofit organization with over 2,000 members, served in various leadership roles

including Finance (2018), Promotion (2019), and President (2021), and organized events to foster dialogue among

young scientists across Midwest cities.

Institute of Molecular Biology, Academia Sinica, Taiwan 2014-2018

Served as a panelist to discuss how to apply for PhD programs in the United States with over 20 undergraduates.

Research Projects
New York Genome Center & New York University New York, NY

Postdoctoral research associate, Laboratory of Dr. Neville Sanjana 2021–Present

• Essential lncRNAs in the human transcriptome: Conducted Cas13 pooled screens and perturbation

assays, coupled with single-cell RNA sequencing, to identify and characterize about 5,500 lncRNAs

crucial for cell proliferation and their mechanistic roles.

• Targeting onco-lncRNAs as a strategy against cancer: Conducted integrative analyses alongside in

vitro and in vivo pooled screens to identify lncRNAs driving tumor progression in BRCA organoids.

Washington University in St. Louis St. Louis, MO

Ph.D. student and postdoctoral research associate, Laboratory of Dr. Li Ding 2015–2021

• Epigenetic regulation during cancer transitions across 11 tumour types: Integrated snATAC-seq,

single-cell RNA-seq, and whole-exome sequencing across 206 samples from 11 cancer types in HTAN,

profiling over one million cells and nuclei to Identify cancer-specific regulatory elements linked to gene

expression.

• Integrativemulti-omic cancer profiling reveals DNAmethylation patterns associated with therapeutic

vulnerability and cell-of-origin: Integrated DNA methylation, RNA-seq, and proteomic data from 687

samples across 7 cancer types in CPTAC to define how aberrant methylation shapes gene expression,

tumor features, and therapeutic vulnerability.

• Driver fusions and their implications in the development and treatment of human cancers: Analyzed

gene fusions in over 9,000 tumors across 33 TCGA cancer types, revealing their effects on oncogenes,

tumor suppressors, and kinases, and identifying druggable fusions in 6.0% of cases.

Academia Sinica Taipei, Taiwan

Master’s student and research assistant, Laboratory of Dr. Soo-Chen Cheng 2009–2014

• A novel mechanism for Prp5 function in prespliceosome formation and proofreading the branch

site sequence: Identified the role of Prp5 in spliceosome assembly and branch site proofreading,

showing how Prp5’s interactions with U2 snRNA and subsequent release facilitate accurate spliceosome

assembly.

National Tsing-Hua University Hsinchu, Taiwan

Undergraduate student, Laboratory of Dr. Chung-Yu Lan 2008–2009

• Investigated the reactions of the iron-responsive element under virulence gene expression in C. albicans.
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