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Keynote Speakers
Dr. Schultz is the Head of Knowledge Systems at the Marie-Josée
& Henry R. Kravis Center for Molecular Oncology and an Attending
Computational Oncologist in Department of Epidemiology & Biostatistics
at the Memorial Sloan Kettering Cancer Center. He received his Ph.D. in
biochemistry from Freie Universitat Berlin.

Nikolaus Schultz, PhD
Introductory Speaker
schultz@cbio.mskcc.org

The Schultz lab focuses on identifying the genomic alterations that
underlie different types of cancer. By applying existing and novel
computational methods to large scale cancer genomics data sets, the
lab aims to better understand the complex mechanisms at the gene
and at the pathway level that drive tumor initiation, progression and
response to therapy. A new focus of the lab is the systematic extraction
and standardization of clinical data elements from electronic health
records. The lab is involved in collaborative large-scale projects such as
The Cancer Genome Atlas (TCGA), AACR Project GENIE, and the Human
Tumor Atlas (HTAN). The group also has a strong interest in developing
novel computational methods and databases that help bridge the divide
between computer scientists on one side and clinicians and researchers
on the other.

Michael Schatz, Bloomberg Distinguished Professor of Computer Science
and Biology at Johns Hopkins University, is among the world’s foremost
experts in solving computational problems in genomics research.
His innovative biotechnologies and computational tools to study the
sequence and function of genomes are advancing the understanding
of the structure, evolution, and function of genomes for medicine
– particularly autism spectrum disorders, cancer, and other human
diseases – and agriculture. Schatz has created many of the most widely
used methods and software to assemble the full genetic material for a
single person or a species.

Michael Schatz, PhD
Closing Speaker

He holds appointments in the Department of Computer Science at
the Whiting School of Engineering and in the Department of Biology
at JHU Krieger School of Arts and Sciences. He also serves as a cancer
prevention and control program member for Johns Hopkins’ Sidney
Kimmel Comprehensive Cancer Center. Prior to joining JHU in 2016, he
spent six years at the Cold Spring Harbor Laboratory (CSHL) where he coled the Cancer Genetics & Genomics Program in the CSHL Cancer Center.
Schatz remains a CSHL adjunct associate professor of Quantitative
Biology.

mschatz@jhu.edu

Faculty Organizers
Elana Fertig, PhD
Co-Organizer

Division Director and Associate Cancer Center Director of Quantitative
Sciences
co-Director Convergence Institute
co-Director Single-Cell Training and Analysis Center (STAC)
Daniel Nathans Scientific Innovator
Associate Professor of Oncology, Biomedical Engineering, and Applied
Mathematics and Statistics
Johns Hopkins University

Vasan Yegnasubramanian, MD, PhD
Co-Organizer

Professor of Oncology, Pathology, and Radiation Oncology
Co-Director, Experimental and Computational Genomics Core
Associate Director of the Convergence Institute
Co-Associate Director of Cancer Precision Medicine
Associate Director of inHealth/Precision Medicine
Sidney Kimmel Comprehensive Cancer Center
Johns Hopkins University School of Medicine

16th Annual Symposium on Genomics and Bioinformatics
Agenda
9:30 a.m.
Elana Fertig, PhD, FAIMBE

Director of the Division and
Research Program in Quantitative Sciences
co-Director Convergence Institute

11:40 a.m.
Benjamin Orsburn, PhD
Instructor of Pharmacology and Molecular 		
Sciences
Johns Hopkins University School of Medicine

Welcome

Applying global proteomics techniques to
single human cells to solve riddles in 		
human pharmacology

9:35 a.m.
Nikolaus Schultz, PhD

Head of Knowledge Systems,
Marie-Josée & Henry R. Kravis Center for
Molecular Oncology;
Attending Computational Oncologist,
Department of Epidemiology & Biostatistics		
Memorial Sloan Kettering Cancer Center

Towards clinical decision support in 		
oncology: Data integration, outcome
models, and intuitive software.
10:35 a.m.
Won Jin Ho, MD

Assistant Professor
Cancer Immunology/GI Oncology
Sidney Kimmel Comprehensive
Cancer Center
The Johns Hopkins University

Navigating the Multi-Omic Landscape 		
to Unlock Insights into Cancer
Immunotherapy

10:55 a.m.
10 minute break
11:05 a.m.
Kellie Smith, PhD

Assistant Professor of Oncology
Director of the FEST and TCR 		
Immunogenomics
Core at the Bloomberg~Kimmel Institute for 		
Cancer Immunotherapy at Johns Hopkins

Immunogenomic profiling of
tumor-reactive TIL for novel IO target 		
discovery

Noon

Break for lunch

1:20 p.m.
Mindy Kim Graham, PhD

Research Associate
Radiation Oncology and Molecular Radiation 		
Sciences
Sidney Kimmel Comprehensive Cancer Center 		
at The Johns Hopkins University

From Atlas to insights: probing the
microenvironmental changes in 		
prostate cancer at single cell resolution
1:50 p.m.
Atul Deshpande, PhD

Postdoctoral Associate
Fertig Lab
Sidney Kimmel Comprehensive Cancer Center
The Johns Hopkins University
School of Medicine

Identifying molecular changes from
spatially interacting latent features in 		
the tumor microenvironment
2:20 p.m.
10 minute break
2:30 p.m.
Michael Schatz, PhD

Bloomberg Distinguished Professor
Department of Computer Science
The Johns Hopkins University

The next 100 years of genome 			
sequencing

Symposium Speakers
Atul Deshpande, PhD
Atul is a postdoctoral fellow in the lab of Dr. Elana Fertig in the Department
of Oncology at Sidney Kimmel Comprehensive Cancer Center, developing
analysis techniques to use single-cell and spatial multi-omics data for the
characterization of the tumor microenvironment and intercellular signaling
networks. He has Ph. D. in Electrical Engineering at the University of Wisconsin,
Madison, and has previously worked at Morgridge Institute for Research and
Texas Instruments.
adeshpande@jhu.edu

Mindy Kim Graham, PhD
Mindy Kim Graham, Ph.D. is a research associate co-mentored by Dr. Ted DeWeese and
Vasan Yegnasubramanian in the Department of Radiation Oncology and Molecular
Radiation Sciences at the Sidney Kimmel Comprehensive Cancer Center at Johns
Hopkins University. Dr. Graham received her B.S. in Chemistry from the University of
Alaska and her Ph.D. in Biochemistry and Molecular Biology from the Johns Hopkins
Bloomberg School of Public Health. Dr. Graham’s current research leverages insights
gained from single-cell sequencing and in situ tissue staining of patient samples
and mouse models to understand how cancer cells reprogram the local tissue
microenvironment and how this reprogramming may drive treatment response.
mgraha21@jhu.edu

Won Jin Ho, MD
Dr. Won Jin Ho is a gastrointestinal oncologist at Sidney Kimmel Comprehensive
Cancer Center at Johns Hopkins who focuses on cancer immunology and tumor
microenvironment research of liver and pancreatic cancers. Dr. Ho is also the
Scientific Director of Mass Cytometry Facility at Johns Hopkins. Dr. Ho co-leads
the efforts in the gastrointestinal cancer research group to employ emerging
high-parameter tools to empower biomarker discovery and development.
Dr. Ho’s lab focuses on developing novel methodologies based on mass
cytometry to determine the composition, functional states, as well as the spatial
coordination of the cell types within the tumor microenvironment. Dr. Ho’s lab
is also actively engaged in studies that focus on establishing novel therapeutic
targets and strategies against cancer using preclinical models.
lboukas1@jhmi.edu

Benjamin Orsburn, PhD
Ben Orsburn is a mass spectrometrist with wide experience in proteomics,
metabolomics and the analysis of atypical biomolecules. He is currently an Instructor
and Principal Investigator in the Department of Pharmacology and Molecular Sciences.
His research goal today is to make single cell proteomics by mass spectrometry into a
robust research tool for biological discovery.
borsbur1@jhmi.edu

Kellie Smith, PhD
Dr. Smith is an Assistant Professor of Oncology and Director of the FEST and TCR
Immunogenomics Core Facility at the Bloomberg-Kimmel Institute for Cancer
Immunotherapy at Johns Hopkins. Her group uses integrated multi-omics technologies
to study the transcriptional programming and function of tumor-reactive tumorinfiltrating lymphocytes. Her group developed a novel technique to detect and monitor
anti-tumor T cells using a simple liquid biopsy approach, termed MANAFEST (mutation
associated neoantigen functional expansion of specific T-cells). This approach has been
used to identify neoantigen-specific responses in lung cancer patients with acquired
resistance to checkpoint blockade, in colorectal cancer patients with durable clinical
benefit to anti-PD-1, and recently was able to show for the first time that neoantigenspecific T cells are amplified in the periphery following neoadjuvant PD-1 blockade
and that these responses may facilitate tumor regression and prevent relapse after
surgical resection. Ongoing work includes linking the MANAFEST assay with single cell
sequencing technologies to ascertain the intratumoral phenotype of anti-tumor T cells,
with a specific interest in how chemotherapy-containing checkpoint blockade treatment
regimens augment anti-tumor immunity.
ksmit228@jhmi.edu
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