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EDUCATION

« Ph.D. in Biomedical Informatics

University of Pittsburgh, Pittsburgh, Pennsylvania
09/2012 - 11/2016

* M.S. in Biomedical Informatics

University of Pittsburgh, Pittsburgh, Pennsylvania
09/2010 - 06/2012

* M.S. candidate in Bioinformatics

Medical University of South Carolina, Charleston, South
Carolina

09/2009 - 06/2010

» B.S. in Biotechnology

University of Science and Technology Beijing, Beijing,
China

09/2005 — 05/2009

EMPLOYMENT

Assistant Professor, Department of Biomedical
Informatics, University of Pittsburgh

02/2022 — Now

Postdoctoral Fellow, Department of Biomedical
Informatics, University of Pittsburgh

11/2016 — 01/2022

ACADEMIC EXPERIENCE

Postdoctoral Fellow, University of Pittsburgh, Pittsburgh

12/2016 - 1/2022

Developing machine learning methods, especially deep
learning models, to study cancer cell signaling systems,
cancer molecular mechanisms, cancer immunology and
cancer pharmacogenomics.

Graduate Student Researcher, University of Pittsburgh,

Pittsburgh

09/2010 - 11/2016

Using computational and mathematical methods to
analyze transcriptomic data and study cellular signaling

pathways in cancers to predict drug response.

RESEARCH SUMMARY

Dr. Chen’s research concentrates on developing
machine learning methods, especially deep learning
models (DLMs) (e.g., Deep Neural Networks,
Boltzmann Machine, and topic modeling), to study
cancer cell signaling systems, cell-cell communication
in tumor microenvironment (TME), heterogeneity in
diseases, disease mechanisms and cancer
pharmacogenomics. Dr. Chen uses the concise
representation learned from the DLM with the causal
inference to guide the identification of molecular
signatures/biomarkers and predicts the clinical
outcomes including drug sensitivity and patient survival.
Based on Dr. Chen'’s strong research background in
bioinformatics, biomedical informatics, biology and
machine learning, she successfully develops
comprehensive Al models that precisely represent the
state of signaling systems in cancer cells and use such
information to improve the tumor-specific precision
medicine (precision oncology).

LEADERSHIP EXPERIENCE

Student Representative, Department of Biomedical

Informatics, University of Pittsburgh
2013-2015

Honors/Awards

2014 SBV Improver Challenge 4, 1t Place Prize
2013 DREAM 8 Challenge, 2" Place Prize

Funding
NIH K99/R00 Grant (4RO0LMO013089) 11/2019-2/2025

Mentoring

Han Zhang, MS (PhD candidate)
Laizhi Zhang (internship)

Adap Sanyukta (internship)
Rameriz Eduardo (internship)
Amanda Zeng (summer student)
Kevin Lu (summer student)
Katherine Hu (summer student)

Teaching
BIOINFO 2032 Journal Club

CONFERENCE TALKS

scGEM: Unveiling the Nested Tree-Structured Gene
Co-Expressing Modules in Single Cell Transcriptome
Data, ICIBM2023

IOhub: a web server that tracks integrative
transcriptomic data for immune-oncology, InCoB2023
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