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PETER WHITE, PHD

EDUCATION

POST-GRADUATE EDUCATION & TRAINING

2000 —2002 Postdoctoral Scientist
Rohm & Haas Company
Spring House, PA

1998 — 2000 Postdoctoral Fellow
Howard Hughes Medical Institute
Dept of Genetics, University of Pennsylvania School of Medicine,
Philadelphia, PA

GRADUATE TRAINING

1998 Ph.D. Molecular Biology
University of Cambridge, Cambridge, UK
Thesis Title: “Nutritional Regulation of Muscle Gene Expression’

b

UNDERGRADUATE TRAINING

1994 B.S. Applied Biology
Brunel University, London, UK

ACADEMIC APPOINTMENTS

2022 — Present Battelle Chair in Quantitative and Computational Biology
Endowed Chair
Nationwide Children’s Hospital
Columbus, Ohio

2023 — Present Tenured Professor of Pediatrics
Department of Pediatrics
The Ohio State University College of Medicine
Columbus, OH

2016 — 2023 Tenured Associate Professor of Pediatrics
Department of Pediatrics
The Ohio State University College of Medicine
Columbus, OH

2011 -2016 Assistant Professor of Pediatrics (Tenure Track)
Department of Pediatrics
The Ohio State University College of Medicine
Columbus, OH

2008 — 2011 Research Assistant Professor of Pediatrics (Research Track)
Department of Pediatrics
The Ohio State University College of Medicine
Columbus, OH
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RESEARCH AND ADMINISTRATIVE APPOINTMENTS

2023 — Present

2016 —2023
2013 -2016
2012 -2016
2008 —2016

Chief Data Sciences Officer

The Abigail Wexner Research Institute
Nationwide Children’s Hospital
Columbus, OH

Senior Director, Computational Genomics Group
The Institute for Genomic Medicine

Nationwide Children’s Hospital

Columbus, OH

Clinical Genomics Consultant

Cytogenetics and Molecular Genetics Laboratories
Department of Pathology and Laboratory Medicine
Nationwide Children’s Hospital

Columbus, OH

Director of Molecular Bioinformatics
The Research Institute at Nationwide Children’s Hospital
Columbus, OH

Director, Biomedical Genomics Core Facility
The Research Institute at Nationwide Children’s Hospital
Columbus, OH

OTHER PROFESSIONAL EXPERIENCE

2016 — Present

2014 -2020
2008 —2016
2003 —2008

Principal Investigator, The Institute for Genomic Medicine
The Research Institute at Nationwide Children’s Hospital
Columbus, OH

Chief Scientific Officer, GenomeNext LLC,
Columbus, OH

Principal Investigator, Center of Microbial Pathogenesis
The Research Institute at Nationwide Children’s Hospital
Columbus, OH

Technical Director, Functional Genomics Core Facility
Institute of Diabetes, Obesity and Metabolism (IDOM)
Departments of Genetics and Endocrinology

University of Pennsylvania School of Medicine
Philadelphia, PA
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SERVICE

ACADEMIC EDUCATIONAL PROGRAM RESPONSIBILITIES

2022 — Present MSTP Admissions Subcommittee Member
College of Medicine Medical Scientist Training Program (MSTP)
The Ohio State University

2022 — Present Discovery PREP Research Mentor
College of Medicine Postbaccalaureate Research Education Program
The Ohio State University

2017 — Present Biomedical Sciences Graduate Program (BSGP) Mentor
College of Medicine
The Ohio State University

2016 - Present Futures Matter Faculty Mentor

Transformative Transdisciplinary Summer Research Program
The Research Institute at Nationwide Children’s Hospital

2018 Conference Organizing Committee Member
2018 Research Retreat
The Research Institute at Nationwide Children’s Hospital

2017 Conference Organizing Committee Member
The Road to Collaboration:
NCH/OSU Human Genetics Community Meeting
The Research Institute at Nationwide Children’s Hospital

ACADEMIC ADMINISTRATIVE RESPONSIBILITIES

2022 Faculty Search Committee Member
The Institute for Genomic Medicine
The Research Institute at Nationwide Children’s Hospital

2022 Faculty Search Committee Member
Center for Cardiovascular Research
The Research Institute at Nationwide Children’s Hospital

2021 - Present Project Leadership Team Co-Chair
National Cancer Institute (NCI) Clinical Trial Specimen Molecular
Characterization Program (CTSMC)

2019 — Present Adyvisory Board Member
Research Cyberinfrastructure and Advanced Computing (RCAC)
Advisory Council
The Ohio State University

2018 — present Executive Committee Member
The IGM LIMS Executive Steering Committee (Project Sponsor)
Nationwide Children’s Hospital
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2018 — present

2016 — Present

2016 — Present

2016 —2017
2016 —2017
2014 -2017
2014 -2016
2013 -2014

2013 — present

2010-2011
2010-2014
2010

Committee Chair

The IGM Laboratory Information Management System (LIMS)
Project Leadership Team

Nationwide Children’s Hospital

Executive Member
The Institute for Genomic Medicine Senior Leadership Team
Nationwide Children’s Hospital

Executive Member
The Institute for Genomic Medicine Senior Leadership Team
Nationwide Children’s Hospital

Executive Committee Member
The IGM Cloud Computing Executive Steering Committee
Nationwide Children’s Hospital

Committee Chair
The Institute for Genomic Medicine Cloud Computing Design Team
Nationwide Children’s Hospital

Executive Committee Member
Data & Analytics Strategy Committee
Nationwide Children’s Hospital

Search Committee Member
Director of the Institute for Genomic Medicine
The Research Institute at Nationwide Children’s Hospital

Search Committee Member
Chief Research Information Officer
The Research Institute at Nationwide Children’s Hospital

Executive Committee Member
Research Computing Steering Committee
The Research Institute at Nationwide Children’s Hospital

Search Committee Member
Center for Molecular and Human Genetics
The Research Institute at Nationwide Children’s Hospital

Committee Member
Research Information Technology Advisory Council
The Research Institute at Nationwide Children’s Hospital

Committee Chair
Equipment Grant Advisory Committee
The Research Institute at Nationwide Children’s Hospital
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NATIONAL ACTIVITIES

2023

2022

2022

2021 - Present

2019

2018

2015

2014

2013

2012

2011 -2012

2010

Ad hoc reviewer: NIH
CTSA Collaborative and Innovative Acceleration Award (UG3/UH3)
National Center for Advancing Translational Sciences, NIH

Ad hoc reviewer: NIH

Undiagnosed Diseases Network Review

National Institute of Neurological Disorders and Stroke (NINDS)
Special Emphasis Panel

Ad hoc reviewer: NIH
Small Business: Health Informatics
Small Business and Technology Transfer Study Section

Executive Steering Committee Member
National Cancer Institute (NCI) Molecular Characterization Initiative
(MCI)

Scientific Advisory Board Member
St. Jude Children's Research Hospital, Memphis, TN

Ad hoc reviewer: NIH
Undiagnosed Disease Network Phase II Sequencing Core
National Human Genome Research Institute (NHGRI)

Ad hoc reviewer: NIH

Center for Scientific Review Special Emphasis Panel
Shared Instrumentation: Genomics

Office of Research Infrastructure Programs (ORIP)

Ad hoc reviewer: NIH

Center for Scientific Review Special Emphasis Panel
Shared Instrumentation: Genomics

Office of Research Infrastructure Programs (ORIP)

Ad hoc reviewer: NIH

Understanding the Functions of Uncharacterized Genes in Infectious
Disease Pathogens (U19)

Special Emphasis Panel

National Institute of Allergy and Infectious Diseases (NIAID)

Ad hoc reviewer: NIH

Center for Scientific Review Special Emphasis Panel
Shared Instrumentation: Genomics

Office of Research Infrastructure Programs (ORIP)

Member, Batch Effects Committee
The Cancer Genome Atlas (NCI)

Ad hoc reviewer: NIH

Center for Scientific Review

Shared Instrumentation Study Section

National Council for Research Resources (NCRR)
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2009 -2014

2009

2009

Genomics Consultant
Biospecimen Core Resource

The Cancer Genome Atlas (NCI)
Nationwide Children’s Hospital

Ad hoc reviewer: NIH
Population Genetics Analysis Program Special Emphasis Panel
National Institute of Allergy and Infectious Diseases (NIAID)

Ad hoc reviewer: NIH

Center for Scientific Review Special Emphasis Panel
Genome Instrumentation

National Council for Research Resources (NCRR)

INTERNATIONAL ACTIVITIES

2021 - 2022 Research partner, The MASThers Project
A transatlantic consortium of scientists working to understand the
Molecular Mechanisms of Aortic Stenosis as a Basis of Prevention
and Therapy.
2021 Ad hoc reviewer: Fondazione Cariplo, Italy
Fondazione IRCCS Ca’ Granda Ospedale Maggiore Policlinico
2020 Ad hoc reviewer: Medical Research Council, UK
Molecular & Cellular Medicine Board
2017 Ad hoc reviewer: Genome Quebec
Genome Canada 2017 LSARP Competition
Expert Review Committee
2017 Ad hoc reviewer: Canada Foundation for Innovation
John R. Evans Leaders Fund
Expert Review Committee
HONORS AND AWARDS
2022 The OSU Department of Pediatrics 2021 Outstanding Mentor Award
This award is given in recognition of exemplary mentoring of undergraduate
students, graduate students, postdoctoral fellows, residents, fellows, or faculty
members in research, creative, clinical, and other scholarly activities.
2017 Nationwide Children’s Hospital Team of the Year 2017
Led The Institute for Genomic Medicine Cloud Design Team, which received
the 2017 Outstanding Team of the Year award.
2015 2015 College of Medicine Outstanding Faculty Achievement Award
The Ohio State University
2015 The CLARITY Undiagnosed Challenge (First place)

Winner of a $25,000 award in an international competition to apply genomic
information to diagnoses and set clinical standards for analysis and reporting.
Boston Children’s Hospital
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2014 The INTEL Head in the Clouds Challenge on AWS POC
Winner of $80,000 award to perform population-scale genomic analysis on the
AWS Cloud using Intel processors

2013 The CLARITY Challenge (Finalist)
Boston Children’s Hospital
2012 Inventor of the Year (Finalist)

TechColumbus Innovation Awards
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RESEARCH SUPPORT
ONGOING RESEARCH
S21-121 P White, C Cottrell, R Wilson, E Mardis (Leadership Team) 7/1/21-6/30/2025
National Cancer Institute (NCI/NIH) / Leidos Biomedical Research Contract $50,808,000

The Molecular Characterization Initiative (MCI)

The Childhood Cancer Data Initiative (CCDI) supports the critical need to collect, analyze, and
share data to address the burden of cancer in children, adolescents, and young adults (AY As). The
initiative supports childhood cancer research and aims to make it easier for researchers to learn
from the approximately 16,000 children and adolescents diagnosed with cancer in the United
States each year. As part of this initiative, NCI’s Molecular Characterization Initiative (MCI)
program supports the Nationwide Children’s Hospital (NCH) Institute for Genomics Medicine
(IGM) in providing a comprehensive molecular characterization of pediatric cancer samples from
the Project:EveryChild — a childhood cancer registry maintained by the Children’s Oncology
Group (COG). Under MCI, IGM receives specimens from the COG Biorepository (operated by
the NCH Biopathology Center (BPC)). IGM characterizes the samples using genomics,
transcriptomics, and epigenomics technologies and generates Clinical Reports and a
comprehensive set of Molecular Data.

Role Senior Computational Investigator / Co-Investigator

R21 HL161823 Peter White and Vidu Garg (Co-PI): 1/1/22-12/31/2023
National Heart Lung and Blood Institute (NHLBI/NIH) $230,000
A Multi-omic approach towards improving candidate gene identification and variant prioritization
in patients with congenital heart disease

This exploratory grant aims to use a machine learning approach that utilizes transcriptomic datasets
from mouse and iPSC models of congenital heart disease to prioritize pathogenic variants in
patients with congenital heart disease.

Role: Co-Principal Investigator / Senior Computational Investigator

US54 CA232561 Timothy P Cripe and Elaine R Mardis (Co-PI) 9/12/2019-8/31/2024
National Cancer Institute (NCI/NIH) $10,242,127
Pediatric Ohio-New York Cancer (Peds-ONC) Immunotherapy Center

We seek to discover and validate strategies to leverage innate and adaptive immunity to devise and
test novel immunotherapies for cancer. We also explore ways to enhance the effectiveness of
cellular and virus-derived immunotherapies by combining them with other biologics or small
molecule drugs that modulate the tumor immune microenvironment. Our collective projects,
supported by two shared resource cores, will reduce the burden of cancer by providing the
nonclinical data needed to launch combination immunotherapy clinical trials, and ultimately this
project will lead to new and more effective treatment options for patients with childhood cancers.
Role: Co-Investigator

RO1 CA223219 Paul J Goodfellow (PI) 7/1/2018-6/30/2023
National Cancer Institute (NCI/NIH) $2,515,795
Combined NGS tumor-based detection of germline Lynch syndrome mutations and prognostic
classification of endometrial cancers
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The work proposed is to develop reliable, low-cost, and highly sensitive tumor-based DNA
methods to identify women with inherited forms of endometrial cancer and at the same time, test
for genetic changes useful for treatment planning. Studying DNA specimens prepared in clinically
approved laboratories will make it possible to rapidly take research findings to clinical testing.
Robust tumor-based testing applied to all endometrial cancer patients will translate to improved
cancer prevention and treatment.

Role: Co-Investigator / Senior Computational Investigator

RO1 HL157491 Christopher Breuer (PI) 4/1/2021 — 3/31/2025
National Heart Lung and Blood Institute (NHLBI/NIH) $2,979,312
Elucidating the Molecular Mechanisms Underlying LY ST-mediated Tissue Engineered Vascular
Graft Stenosis

In this project, we will elucidate the mechanism underlying LY ST-mediated TEVG stenosis, the
most common graft-related complication, and the critical barrier preventing its widespread clinical
use.

Role: Co-Investigator

COMPLETED RESEARCH
AVIF Innovation Fund Peter White and Kim McBride (Co-PI) 7/1/2020-6/30/2022
Additional Ventures Innovation Fund (AVIF) $351,962

Development of a protocol to risk stratify individuals with single ventricle CHD using deep
phenotyping and genome sequencing

We will standardize a deep phenotyping protocol for evaluating patients with Congenital Heart
Disease (CHD) and utilize genome sequencing and machine learning to identify novel genetic
variants that contribute to Single Ventricle-CHD.

This award is funded at an equivalent level to an NIH RO1.

Role: Co-Principal Investigator / Senior Computational Investigator

CCTS Machine Learning Pilot Peter White (PI) 6/1/2021 —5/31/2022
Ohio State University Center for Clinical and Translational Science (CCTS) $75,736
Elucidation of the role of long non-coding RNAs in Congenital Heart Disease

In this CCTS-funded pilot project, we will utilize machine learning techniques to identify genetic
variants that impact the function of long non-coding RNAs (IncRNAs) in congenital heart disease
(CHD).

Role: Principal Investigator

AVIF Innovation Funds 2020 Christopher Breuer (PI) 7/1/2020-6/30/2022
Additional Ventures Innovation Fund (AVIF) $299,191
Unlocking our Regenerative Capacity: Elucidating the Role of LYST on Neotissue Formation in
Tissue Engineered Constructs

The primary objective of this study is to determine the molecular mechanisms by which the
lysosomal trafficking regulator gene (LYST) modulates neotissue formation in tissue-engineered
vascular grafts (TEVG). Then based on our discoveries, the secondary objective of this study is to

10
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rationally design a method for improving the performance of the TEVG by altering LYST
expression.

This award is funded at an equivalent level to an NIH RO1.

Role: Co-Investigator

R21 DC016709 Kenneth L Brockman (PI) 3/1/2019-8/31/2020
National Institute on Deafness & other Communication Disorders (NIDCD/NIH) $455,370
Role of epigenetic regulation in the persistence of NTHI during colonization, ascension of the
Eustachian tube and chronic otitis media

Otitis media, or middle ear infection, is childhood's most predominant bacterial disease and is the
most common cause of hearing loss in young children. Several of the bacteria that cause this
disease have developed a novel mechanism (the phasevarion) to avoid immune system defenses
and resist treatment. The overall focus of our research and the goal of this project is to better
understand the role of this novel mechanism during disease to enable the development of improved
methods to prevent and treat otitis media and other upper respiratory infections.

Role: Co-Investigator / Senior Computational Investigator

RO1 AR073311 Chack-Yung Yu (PI) 7/8/2018-5/31/2020
National Institute of Arthritis and Musculoskeletal and Skin Diseases (NIAMS/NIH) $2,103,946
Complement in Human Lupus: Deficiencies, Profiles and Complications

The complement system is a critical effector arm of the immune response. This proposal
thoroughly studies the complement system's genes and proteins on the cause and modifications of
disease profiles and outcomes in human lupus and lupus nephritis.

Role: Co-Investigator

KOPP1610 Benjamin Kopp (PI) 10/31/2016-04/30/2019
Cystic Fibrosis Foundation (CFF) $108,000
CFTR modulator impact on macrophage function and inflammatory networks

Cystic fibrosis (CF) is an under-recognized immunodeficiency. Although advances in CF
knowledge and care (i.e., CFTR modulators) have improved clinical outcomes, patients with CF
remain burdened by chronic, multi-drug-resistant bacterial infections. There is a clear need for
NEW therapeutics approaches to infection in CF.

Role: Co-Investigator / Senior Computational Investigator

RO1 AI116917 John Gunn (PI) 06/01/2015-05/31/2019
National Institute of Allergy and Infectious Diseases (NIAID/NIH) $3,028,917
Mechanisms of the development and maintenance of Salmonella gallbladder carriage

Typhoid Fever is a global human-specific illness. Approximately 5% of individuals that resolve
an acute infection become chronic carriers, with the gallbladder being the primary site of
carriage. Our goal is to better understand the environment that allows for asymptomatic chronic
carriage and to develop therapies to reverse/prevent it.

Role: Co-Investigator / Senior Computational Investigator

11
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R21 AR070509 Chack-Yung Yu (PI) 4/17/2017-3/31/2019
National Institute of Arthritis and Musculoskeletal and Skin Diseases (NIJAMS/NIH)  $375,305
MHC Complement Variants in Disease Susceptibility of Idiopathic Inflammatory Myopathies
The goal of this project is to study how genetic diversity of complement contributes to
pathogenesis of different forms of muscle diseases with inflammation. The project may yield new
knowledge relevant for future treatment of inflamed muscle diseases.

Role: Co-Investigator

Amazon Web Services (AWS) Peter White (PI) 9/16/2016-9/15/2017
AWS Research Grant Program $30,000
AWS Cloud Credits for Research program award to establish a genomics cloud computing
environment for the Institute for Genomic Medicine.

Role: Principal Investigator

RO1 HL109758 Peter White, Kim McBride & Vidu Garg (Co-PI) 9/24/2012 —7/31/2017
National Heart, Lung, and Blood Institute (NHLBI/NIH) $2,681,237
Exome Sequencing and Functional Studies in Familial CHD

The objectives of this project are to utilize cutting edge next-generation sequencing technologies,
innovative bioinformatics and statistical approaches, and advanced molecular biological
techniques to identify genetic etiologies for congenital heart defects in humans.

Role: Co-Principal Investigator

OSU CCTS Award Peter White (Co-PI) 6/26/2015 — 4/30/2016
The OSU Center for Clinical and Translational Science $50,000
Development of Novel Humans In Vitro Models of Granulomatous Disease

Provide support for the proposed genomic approaches and contribute to the interpretation,
presentation, and design of the experiments and preparation of subsequent related grant
applications.

Role: Co-Principal Investigator

FA8650-12-2-6359 Gail Herman (PI) 9/30/2012 — 9/29/2015
Air Force Medical Service / Department of Defense $3,000,000
A Collaborative Translational Autism Research Program for the Military

Develop a registry for autism spectrum disorders composed of families from central Ohio and
those in the military stationed at Wright-Patterson Air Force Base (WPAFB) and result in the
improved diagnosis and care of those enrolled and enhance biomedical research on the diagnosis,
causes and treatment of autism in general.

Role: Co-Investigator

Sponsored Research Project Peter White (PI) 12/1/2014 — 11/30/2015
GenomeNext LLC $250,000
Churchill Development Plan: Online Software as a Service

The White Lab at The Research Institute at Nationwide Children’s will work with the GenomeNext
development team to forklift the Churchill solution to GenomeNext AWS environment, assisting
with the necessary optimization, testing and optimization of data upload and analysis modules.
Role: Principal Investigator

12
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R56 A1109002 John Gunn (PI) 8/8/2014 —7/31/2015
National Institute of Allergy and Infectious Diseases (NIAID/NIH) $617,221
Chronic Infection of the Gallbladder by Salmonella

The Ohio State University subcontract. Typhoid Fever is a global human-specific illness caused
primarily by Salmonella enterica serovar Typhi (S. Typhi). Approximately 5% of those infected
with S. Typhi that resolve an acute infection become chronic carriers, with the gallbladder (GB)
being the primary site of carriage. We will use our chronic mouse model to characterize both host
and bacterial responses associated with gallbladder colonization and establishment of chronic
infection. Our goal is to better understand the environment that allows for asymptomatic chronic
carriage and to develop therapies to reverse/prevent it.

Role: Co-Investigator

HHSN261201000047C Julie Gastier-Foster (PI) 5/23/2012 - 7/31/2014
National Cancer Institute (NCI/NIH) $11,542,415
Biospecimen Core Resource for The Cancer Genome Atlas Project

Review and process blood and tissue samples and their associated data using optimized standard
operating procedures for the entire TCGA Research Network, as part of an effort to understand the
molecular basis of cancer through the application of genome analysis technologies, including
large-scale genome sequencing.

Role: Consultant

RO1 AI073971 Brian Ahmer (PI) 3/1/2011 —4/30/2014
National Institute of Allergy and Infectious Diseases (NIAID/NIH) $2,842,316
Salmonella Polymicrobial Interactions

OSU subcontract with Brian Ahmer. This subcontract project will involve $100,000 per year of
direct costs, primarily for the manufacture of arrays, nucleic acid preparation, amplification,
labeling, hybridization, image analysis, data preprocessing and normalization, and assistance with
secondary analysis and statistical interpretation of the data. We will hybridize more than 200 arrays
per year using samples from swine, and process this data for genes that contribute significantly to
fitness.

Role: Co-Investigator

NCHRI Internal Award Samantha King (PI) 2/1/2012 - 1/31/2014
Collaborative Science Award $30,000
Identification of Pneumococcal Sequence Variants that Correlate with Development of Hemolytic
Uremic Syndrome

Completion of these proposed studies will be significant as the increased understanding of pHUS
achieved will allow researchers to take, for the first time, a rational approach to development of
treatments for this devastating disease. The proposed research is innovative as it uses cutting edge
technology to take a genome wide approach to understanding pHUS.

Role: Collaborator

13
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NCHRI Internal Award Peter White (PI) 5/1/2012 —7/31/2013
Office of Technology Commercialization $50,000
Churchill on the Cloud

Development of a cloud computing prototype for the discovery of human genetic variation.
Role: Principal Investigator

R21 HL106549 Kim McBride (PI) 12/1/2010 — 11/30/2012
National Heart, Lung, and Blood Institute (NHLBI/NIH) $396,000
Exome Sequencing in Familial Cardiovascular Malformations

Left ventricular outflow tract malformations are most often diagnosed in infancy or childhood.
The investigation specifically targets this group. The research will be performed in large tertiary
care centers for children by teams with extensive expertise in the medical and surgical care of
critically ill children.

Role: Co-Investigator / Senior Computational Investigator

NCHRI Internal Award Peter White (PI) 11/1/2010 — 10/31/12
Collaborative Science Award $30,000
Elucidation of the Genetic Basis for Prune Belly Syndrome

We propose that a gene with a critical role in mesenchymal development is mutated in individuals
with prune belly syndrome, and will utilize of exome DNA sequencing to identify this gene.
Role: Principal Investigator

FA7014-09-2-0004 Gail Herman (PI) 9/30/2009 — 9/29/2012
Air Force Medical Service $2,894,899
Comprehensive Clinical Phenotyping and Genetic Mapping for the Discovery of Autism
Susceptibility Genes

Develop a registry for autism spectrum disorders composed of families from central Ohio and
those in the military stationed at Wright-Patterson Air Force Base (WPAFB) and result in the
improved diagnosis and care of those enrolled and enhance biomedical research on the diagnosis,
causes and treatment of autism in general.

Role: Co-Investigator

S10 RR026942 Peter White (PI) 3/18/2010 —4/18/2011
National Council for Research Resources (NCRR/NIH) $500,000
Shared Instrumentation Grant Program (S10)

Acquisition of an lllumina Genome Analyzer for the Research Institute

The major goal of this project is to establish the next generation sequencing technology at the
Research Institute at Nationwide Children’s Hospital.

Role: Principal Investigator

NO1 CM42216 Peter Houghton (PI) 11/01/2009 — 11/30/2011
National Cancer Institute (NCI/NIH) $4,929,726
Pediatric Preclinical Testing Program

Evaluate new agents in comprehensive models of childhood cancer xenografts and identify those
having either broad spectrum or tumor-specific activity.

Role: Co-Investigator

14
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29XS073ST Julie Gastier-Foster (PI) 10/31/2009 — 5/22/2012
National Cancer Institute (NCI/NIH) $5,394,517
Biospecimen Core Resource for The Cancer Genome Atlas Project

The Contractor shall function as a fundamental resource and play a key role in TCGA. Key goals
shall include ensuring that standards are developed, implemented, and maintained for all aspects
of cancer-related biospecimen management and processing to support genomic characterization.
Role: Co-Investigator

15
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PATENTS AND TECHNOLOGY LICENSES

PUBLISHED PATENTS

US Patent 9,552,458 B2 “Comprehensive Analysis Pipeline for Discovery of Human Genetic
Variation” White, Peter. Newsom, David. Yangqiu Hu. Filed March 16, 2012. Licensed to
GenomeNext LLC June 14, 2014. Published January 24, 2017.

PCT/US2015/061924 “Parallel-Processing Systems and Methods for Highly Scalable Analysis of
Biological Sequence Data” Fitch, James. White, Peter. Kelly, Ben. Filed November 20, 2015.
Patent Application (US 2017/0316154 A1) Published November 2, 2017.

PROVISIONAL PATENTS
US Provisional Patent Application 62/083,000 “Systems and Methods for Highly Scalable

Analysis of Genome Sequence Data” White, Peter. Kelly, Benjamin. Fitch, James. Filed on
November 11, 2014. Licensed to GenomeNext LL.C November 11, 2014

PCT Patent Application No. PCT/US2015/061924 “Systems and Methods for Highly Scalable
Analysis of Genome Sequence Data” White, Peter. Fitch, James. Kelly, Ben. Filed 11/20/2015.
Published as WO 2016/081866 on 05/26/2016.

US Continuation Patent Application 15/412,503 “Comprehensive Analysis Pipeline for
Discovery of Human Genetic Variation” White, Peter. Newsom, David. Yangqiu Hu. Filed on
January 24, 2017. Licensed to GenomeNext LLC November 11, 2014

INVENTION DISCLOSURES

Ahmer, Brian. Ali, Mohamed. Gonzalez, Juan. Berman, Edward. Newsom, David. White, Peter.
(2013) A Critical Nutrient Source and Drug Target During Salmonella-Mediated Inflammation.
Invention Disclosure April 18, 2013. Technology Commercialization & Knowledge Transfer,
The Ohio State University.

Ahmer, Brian. Ali, Mohamed. Newsom, David. White, Peter. (2012) Salmonella Genetic Locus
Required for Colonization of the Inflamed Intestine. /nvention Disclosure May 10, 2012.
Technology Commercialization & Knowledge Transfer, The Ohio State University.

White, Peter. Newsom, David. Yangqiu Hu. (2013) Churchill: A Comprehensive Analysis
Pipeline for Discovery of Human Genetic Variation. Invention Disclosure February 24, 2012.
Office of Technology Commercialization, The Research Institute at Nationwide Children’s
Hospital.

White, Peter. Kelly, Benjamin. Fitch, James. (2014) Solutions for Highly Scalable Analysis of
Genome Sequence Data: New Methods to Parallelize Secondary Data Analysis. Invention
Disclosure November 3, 2014. Office of Technology Commercialization, The Research Institute
at Nationwide Children’s Hospital.
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White, Peter; Fitch, James. (2014) "Listener" Designed to Provision AWS Resources and
Execute Analysis Pipelines. /nvention Disclosure November 3, 2014. Office of Technology
Commercialization, The Research Institute at Nationwide Children’s Hospital.

White, Peter; Kuck, Harkness; Kelly, Benjamin; Fitch, James. (2014) Tertiary Data Analysis
and a Database Framework for Large Genomic Datasets. /nvention Disclosure November 3,
2014. Office of Technology Commercialization, The Research Institute at Nationwide Children’s
Hospital.

Koboldt, Daniel; White, Peter; Gastier-Foster, Julie; Zmuda, Erik. (2016) Improved variant
prioritization for clinical sequencing. Invention Disclosure October 3, 2016. Office of
Technology Commercialization, The Research Institute at Nationwide Children’s Hospital.

Skillman-Lawrence, Patrick; Gordon, David; McBride, Kim; White, Peter. (2020) WHAAP:
Wound Healing Automated Analysis Pipeline. Invention Disclosure April 6, 2020. Office of
Technology Commercialization, The Abigail Wexner Research Institute at Nationwide
Children’s Hospital.

White, Peter; Schuetz, Robert; Chaudhari, Bimal; Antoniou, Austin. (2020) Cavalri: A Clinical
Decision Support Algorithm for Rapid Identification of Diagnostic. Invention Disclosure
November 20, 2022 (Reference #: IDF-002179). Office of Technology Commercialization, The
Abigail Wexner Research Institute at Nationwide Children’s Hospital.
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PUBLICATIONS

ARTICLES IN PEER REVIEWED JOURNALS

1994 - 2005

1.

Dauncey MJ, Burton KA, White P, Harrison AP, Gilmour RS, Duchamp C, Cattaneo D.
(1994) Nutritional regulation of growth hormone receptor gene expression. The Faseb
Journal : Official Publication Of The Federation Of American Societies For Experimental
Biology. 8(1):81-8. doi: 10.1096/fasebj.8.1.7507871. PubMed PMID: 7507871
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White P. (2021) "Short tandem repeat characterization in a cohort of rare disease
families." CSHL Genome Informatics, Cold Spring Harbor, NY; November 3-5, 2021
(Virtual).

Penaloza J, Landis B, McBride K, and White P. (2021) "Analysis of Copy Number
Variants in more than 1,300 patients with Congenital Heart Disease". CSHL Genome
Informatics, Cold Spring Harbor, NY; November 3-5, 2021 (Virtual).

Bollas, A, Mardis, E, White, P. (2021) “A machine learning approach to detect somatic
variants in tumor RNA-Seq.” CSHL Genome Informatics, Cold Spring Harbor, NY;
November 3-5, 2021 (Virtual).

Otero-Bravo A, Kelly B, Mardis E, White P. (2021) “Additional filtering for somatic
variants derived from FFPE tumor samples.” CSHL Genome Informatics, Cold Spring
Harbor, NY; November 3-5, 2021 (Virtual).

Notestine R, Choi S, Varga E, Williamson R, Gosselin R, Mori M, Cottrell C, Magrini
V, White P, Wilson RK, Chaudhari BP. (2021) “Rapid Genome Sequencing identifies
ALDH7A1 variant causative of pyridoxine-dependent epilepsy (PDE).” Nationwide
Children’s Hospital Research Retreat 2021, Columbus, OH; November 16-17, 2021.
Choi S, Chaudhari BP, Varga E, Williamson R, McBride KL, Hickey SE, White P,
Koboldt DC, Wilson RK. (2021) “Compound heterozygous variants in TTN identified
in a deceased fetus with severe hydrops fetalis.” Nationwide Children’s Hospital
Research Retreat 2021, Columbus, OH; November 16-17, 2021.

LaHaye S, Fitch J, Voytovich K, Herman AC, Kelly BJ, Lammi GE, Arbesfeld J,
Wijeratne S, Franklin SJ, Schieffer KM, McGrath SD, Miller A, Wetzel A, Magrini V,
Cottrell CE, Mardis ER, Wilson RK, White P. (2021) “Discovery of Clinically
Relevant Fusions in Pediatric Cancer.” Nationwide Children’s Hospital Research
Retreat, Columbus, OH; November 16-17, 2021.

Gaither J, Brenneman J, Lammi G, Herman H, Kuck H, Gordon D, Kelly B, White P.
(2021) “SNPDogg: Single Nucleotide Polymorphism Deleteriousness Observation in
Genomes using Gradient boosted trees.” Nationwide Children’s Hospital Research
Retreat, Columbus, OH; November 16-17, 2021.

Schuetz R, Antoniou A, Chaudhari B, White P. (2021) “Evaluation and optimization
of a clinical decision support algorithm for rapid identification of pathogenic variants.”
Nationwide Children’s Hospital Research Retreat, Columbus, OH; November 16-17,
2021. Research poster of distinction.

Wheeler G, Moreland B, Rajkovic A, Brenneman J, Kelly B, White P. (2021) “A
combined ensemble and machine learning method for improved accuracy of structural
variant detection.” Nationwide Children’s Hospital Research Retreat, Columbus, OH;
November 16-17, 2021. Research poster of distinction.
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190.

191.

192.

193.

194.

195.

Moreland B, Lammi G, Gordon D, Gaither J, White P. (2021) “Information-theoretic
analysis of “silent” genetic variation reveals sources of constraint.” Nationwide
Children’s Hospital Research Retreat, Columbus, OH; November 16-17, 2021.
Franklin SJ, Mori M, Kelly BJ, Brant I, Chang P, Chaudhari B, Pfau R, Mihalic Mosher
T, Crist E, Choi S, Williamson R, McBride KL, Hickey SE, Koboldt DC, Wilson RK,
White P. (2021) "Short tandem repeat characterization in a cohort of rare disease
families." Nationwide Children’s Hospital Research Retreat, Columbus, OH;
November 16-17, 2021.

Brant, I, Brennan, P, Franklin, SJ, Kelly, B, Koboldt, DC, Otero-Bravo, A, White, P.
(2021) "Reducing Cloud Computing Costs through Compression of Genome
Sequencing Data." Nationwide Children’s Hospital Research Retreat, Columbus, OH;
November 16-17, 2021.

Bollas, A, Mardis, E, White, P. (2021) “RNA-Seq as a proxy for DNA methylation-
based CNS tumor classification.” Nationwide Children’s Hospital Research Retreat,
Columbus, OH; November 16-17, 2021.

Otero-Bravo A, Kelly B, Mardis E, White P. (2021) “Additional filtering for somatic
variants derived from FFPE tumor samples.” Nationwide Children’s Hospital Research
Retreat, Columbus, OH; November 16-17, 2021.

Choi SS, White P, Chaudhari B. (2022). "The Importance of Parental Sequencing
Depth in the Setting of Rapid Genome Sequencing." Annual Clinical Genetics Meeting,
Nasheville, TN; March 23-26, 2022. Awarded 2022 ACMG Top-Rated Abstract
Schuetz R, Antoniou A, Chaudhari B, White P. (2022). “Development and optimization
of a clinical support algorithm for rapid identification of diagnostic germline variants.”
Annual Clinical Genetics Meeting, Nasheville, TN; March 23-26, 2022. Awarded 2022
ACMG Top-Rated Abstract

Yasuhara J, Manivannan S, Majumdar U, Gordon D, Myers K, Zender G, McBride K,
White P, Garg V. (2022) “A Novel Pathogenic GATA6 Variant Identified in a Family
with Persistent Truncus Arteriosus, Childhood-onset Diabetes Mellitus and
Spontaneous Intestinal Perforation.” Weinstein Cardiovascular Development &
Regeneration Conference, Marseille, France; May 12-14, 2022.

Bollas A, White P, Mardis E. (2022). “A machine learning approach to detect somatic
variants in tumor RNA-Seq.” Intelligent Systems for Molecular Biology, Madison, WI;
July 10-14, 2022.

Penaloza J, Moreland B, McBride K, White P, (2022). “Multiclass Classifier for
Predicting Congenital Heart Disease Subgroups using data from Copy Number
Variants.” Intelligent Systems for Molecular Biology, Madison, WI; July 10-14, 2022.
Arbesfeld J, Stevenson J, Kuzma K, O’Sullivan C, LaHaye S, Fitch J, Sboner A,
Myrand S, Viachos I, White P, Wagner A. (2022). “FUSOR and the VICC Fusion
Curation Interface: Tools for the Structured Representation of Gene Fusions.”
Intelligent Systems for Molecular Biology, Madison, WI; July 10-14, 2022. Abstract
selected podium presentation.

Gordon DM, Bennett JS, Majumdar U, Lawrence PJ, Matos-Nieves A, Myers K, Kamp
AN, Leonard JC, McBride KL, White P, Garg V. (2022). “Use of machine learning to
classify high-risk variants of uncertain significance in lamin A/C cardiac disease.”
Intelligent Systems for Molecular Biology, Madison, WI; July 10-14, 2022. Abstract
selected podium presentation.
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198.

. Moreland B, Gaither J, White P. (2022). “Information theoretic analysis of
synonymous codon usage offers context-dependent metric to assess constraint on
synonymous variants.” Intelligent Systems for Molecular Biology, Madison, WI; July
10-14, 2022. Abstract selected podium presentation.

White P. (2022). “Solving the Puzzle of Genetic Disease with Bits and Bytes.”
Intelligent Systems for Molecular Biology, Madison, WI; July 10-14, 2022. Abstract
selected podium presentation.

Yasuhara J, Manivannan S, Majumdar U, Gordon D, Myers K, Zender G, McBride K,
White P, Garg V. (2022) “A Novel Pathogenic GATA6 Variant Identified in a Family
with Persistent Truncus Arteriosus, Childhood-onset Diabetes Mellitus and
Spontaneous Intestinal Perforation.” American Heart Association Scientific Sessions,
Chicago, IL; November 5-7, 2022.

WHITE PAPERS

1.

Corsmeier D, Herman G, McBride K, Flanigan K, Pyatt R, Varga E, Hashimoto S, Fitzgerald-
Butt S, Kelly B, Fitch J, Kuck H, Moosavinasab S, Huang Y, Lin S, White P. (2015) NCHRI
CLARITY Undiagnosed Challenge Final Report. White Paper: CLARITY Undiagnosed,
Boston Children’s Hospital, Boston, MA.

Fitch J, Navarro E, Kelly B, Kuck H, Frege T, Hirmas J, White, P. (2015). Population-Scale
Genomic Analysis Of 2,500 Human Genome Sequences In The Amazon Cloud. White Paper:
Intel Head In The Clouds Challenge On AWS POC

Corsmeier D, Fitzgerald-Butt S, Herman G, Kelly B, Lamb Thrush D, McBride K, Newsom
D, Pierson C, Rakowsky A, and White P. (2012) NCHRI CLARITY Challenge Final Report.
White Paper: The CLARITY Challenge, Boston Children’s Hospital, Boston, MA.

Manduchi E and White P. (2004). Issues Related to Microarray Experimental Design and
Normalization. White Paper: University of Pennsylvania School of Medicine, Philadelphia,
PA
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EDITORIALS AND REVIEW ACTIVITIES

JOURNAL REVIEWER

American Journal of Medical Genetics
Bioinformatics

Biotechniques

BMC Bioinformatics

BMC Medical Genomics

Cancers

Clinical and Translational Medicine

Cold Spring Harbor Molecular Case Studies
Diagnostics

European Journal of Medical Genetics
Experimental and Molecular Pathology
Genes

Genome Biology

Genome Medicine

Human Genetics

International Journal of Molecular Sciences
iScience

Journal of Medical Genetics

Maternal Health, Neonatology and Perinatology
Molecular Psychiatry

Nature Biotechnology

Oncotarget

PLOS One

Scientific Reports, Nature Publishing Group

NOTE: 94" percentile for review activity as assessed by Publons
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TEACHING

LECTURES/PRESENTATIONS

National/International

October 1, 1998

November 5, 2006

February 4, 2011

May 17, 2014

May 17, 2014

June 24, 2014

May 13, 2015

June 25, 2015

April 28,2016

“Postnatal undernutrition markedly upregulates cardiac a1l and o2 thyroid
hormone receptor gene expression”.

Podium Presentation at the Nutrition Society meeting

Newcastle, UK

The BCBC Functional Genomics Core.

Podium Presentation at the Beta Cell Biology Consortium Investigator
Retreat

Boston, MA

“Whole-exome sequencing identifies an autosomal recessive mutation in
familial congenital heart disease”

Podium Presentation at the 2011 Advances in Genome Biology &
Technology Conference (AGBT)

Marco Island, FL

“Churchill: A cloud-enabled, ultra-fast computational approach for the
discovery of human genetic variation”

Invited Lecture at the Great Lakes Bioinformatics Conference 2014
Cincinnati, OH

“Genomics in the Research Institute: Data, Data, DATA”
Panel Discussion at the Great Lakes Bioinformatics Conference 2014
Cincinnati, OH

“Population scale genomic analysis in the cloud”

Invited Lecture at the Amazon Web Services Government, Education and
Nonprofits Symposium

Washington, DC

“Population scale human genome analysis on the cloud”
Invited Lecture at the BioConference Live Genetics & Genomics 2015
Virtual Conference

“Intel head in the clouds challenge on AWS POC: Population scale human
genome analysis on the cloud”

Invited Lecture at the Amazon Web Services Government, Education and
Nonprofits Symposium

Washington, DC

“The post-genomic era: accelerating biological discovery through
sequencing technology and population scale genomic analysis.”
Invited Lecture International Burkholderia cepacia Working Group
(IBCWG 2016) 20" Annual Meeting

Columbus, OH
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June 16, 2016

June 29, 2016

November 3, 2017

February 13, 2018

July 24,2019

June 7, 2021

June 16, 2021

July 12, 2022

Local/Regional

September 27, 2010

November 4, 2010

“Next Generation Sequencing Analysis and Clinical Applications”
Invited Lecture Sanford Imagenetics & Medical Genetics Conference
Sioux Falls, SD

“An armory of methods for diagnosis: our CLARITY Undiagnosed
Experience”

Invited Lecture Festival of Genomics: Practical Clinical Techniques
Boston, MA

“Global analysis of human mRNA folding disruptions in synonymous
variants demonstrates significant population constraint”

Podium Presentation Genome Informatics 2017

Cold Spring Harbor, NY

“Global analysis of human mRNA folding disruptions demonstrates
significant population constraint”

Podium Presentation 2018 Advances in Genome Biology and Technology
(AGBT) General Meeting

Orlando, FL

“Global analysis of human mRNA folding demonstrates significant
population constraint of disruptive synonymous variants”

Podium Presentation Integrative RNA Biology COSI, Intelligent Systems
for Molecular Biology (ISMB) and European Conference on
Computational Biology (ECCB) 2019

Basel, Switzerland

“When doctors don’t know what’s wrong”
Featured TED Talk Podcast TEDx SHORTS
https://podcasts.apple.com/us/podcast/tedx-
shorts/id1509561884?i=1000512213690

“Leading the Journey to Best Outcomes through Partnership”
Invited Lecture Zero Childhood Cancer Collaboration Meeting (virtual)
Children’s Cancer Institute, Australia

“Solving the Puzzle of Genetic Disease with Bits and Bytes”
Podium Presentation Translational Medicine COSI,
Intelligent Systems for Molecular Biology (ISMB) 2022
Madison, WI

“The Biomedical Genomic Core”
OSU CCC 2010 Biomedical Resources Workshop
Columbus, OH

“Genomics at Nationwide Children’s Hospital”
OSU CCC Genomics Consortium Meeting
Columbus, OH
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November 4, 2010

January 20, 2011

May 6, 2011

June 16, 2011

October 5, 2012

December 5, 2012

March 13, 2013

September 20, 2013

February 25, 2014

February 25, 2014

“Next generation sequencing at Nationwide Children’s Hospital”
Battelle Whole Genome Sequencing Collaborative Group
Columbus, OH

“Needle in a haystack: Finding casual variants in whole-exome and whole-
genome sequencing data”

Invited Lecture at the Department of Pharmacology, The Ohio State
University

Columbus, OH

“Genomics at NCH”
Nationwide Children’s Hospital and Battelle Collaboration Workshop
Columbus, OH

“Next-generation sequencing technology”

U.S. Air Force Meeting, Central Ohio Registry for Autism, Nationwide
Children’s Hospital

Columbus, OH

“Introduction to genome and exome sequencing”

DoD 24 Month Interim Progress Meeting, Central Ohio Registry for
Autism, Nationwide Children’s Hospital

Columbus, OH

“Ultra-fast analysis of human genome resequencing data in autism
spectrum disorders”

DoD Interim Progress & Kick-Off Meeting, Central Ohio Registry for
Autism, Nationwide Children’s Hospital,

Columbus, OH

“Churchill: Ultra-fast analysis of the human genome”

Invited Lecture at the 2013 Technology Showcase, Nationwide
Children’s Hospital

Columbus, OH

"Next generation sequencing and the search for causal variants in genetic
disease"

Invited Lecture at the 2013 Annual Ohio Genetic Counselor Meeting
Columbus, OH

“The genomics era”
Invited Lecture at the Ohio University Bioinformatics Journal Club
Athens, OH

“Churchill: A cloud-enabled, ultra-fast computational approach for the
discovery of human genetic variation”

Invited Lecture at the Ohio University Bioinformatics Distinguished
Lecture Series

Athens, OH
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March 31, 2014

May 20, 2014

August 28, 2014

December 8, 2014

January 14, 2015

April 16, 2015

June 11, 2015

March 1, 2016

August 31, 2016

August 25, 2016

“Genomics at Nationwide Children’s”
Intelligent Communities Site Visit, Nationwide Children’s Hospital
Columbus, OH

“Combine and conquer: An integrated software suite for finding causal
relationships between sequence variants and clinical phenotypes”
Invited Lecture at the Road to Collaboration: NCH and OSU Human
Genetics Community Meeting, The Research Institute at Nationwide
Children’s Hospital

Columbus, OH

“Genomics at Nationwide Children’s Hospital”

Nationwide Insurance Executive Board Meeting, Nationwide Children’s
Hospital

Columbus, OH

“Genomics: Helping kids everywhere”

Keynote Lecture at the Annual Nationwide Insurance Board of Trustees
Meeting, Nationwide Children’s Hospital

Columbus, OH

“Working with data on the genomic scale”

Invited Lecture at the NCH and OSU Human Genetics Community
Meeting, Ohio State University

Columbus, OH

“Genomics: Helping kids everywhere”

Keynote Lecture at the Nationwide Children’s Foundation Professional
Advisors Dinner, Smith & Wollensky

Easton, OH

“Discovery of Human Genetic Variation in Clinical and Population Scale
Genomics”

Invited Lecture at Lerner Research Institute, Cleveland Clinic Foundation
Cleveland, OH

“Genomic Medicine: accelerating discovery through sequencing discovery
through technology and data analytics”

Invited Lecture at P&C Legal Office

Columbus, OH

“Genomic Medicine: accelerating discovery through sequencing
technology and data analytics”

Invited Lecture at Signet Accel Genomics 101

Columbus, OH

“Genomic Medicine: Helping Kids Everywhere”

Invited Lecture at Nationwide Insurance and Farm Bureau Leadership
Meeting

Columbus, OH
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March 1, 2017

May 22, 2017

November 15, 2019

December 18, 2019

February 22, 2022

March 30, 2023

Institutional

February 1, 2011

April 27, 2011

July 26,2011

“Genomic Medicine: accelerating discovery through sequencing
technology and data analytics”

Invited Lecture at Nationwide Insurance P & C Legal Offsite Meeting
Columbus, OH

“Using Genomic Medicine to Accelerate Discovery and Diagnoses”
Invited Lecture at The Columbus Rotary and televised on the Columbus
Television Network

Columbus, OH

“When doctors don’t know what’s wrong”
Invited TED Talk TEDx Columbus 2019: SPARK

Davidson Theatre at the Rife Center, Columbus, OH
https://www.ted.com/talks/peter white when doctors don t know what s wrong

“Genomic Medicine at Nationwide Children’s”
Invited Lecture at Wright Patterson Airforce Base
Dayton, OH

“You Will Be Found: The Search for Answers in Rare Disease”

Invited Lecture at Nationwide Children’s Rare Disease Day 2022 Patient
and Family Symposium.

Columbus, OH

“Heartfelt Courage: Advancing Pediatric Cardiology with Genomics”
Invited Lecture at The Heart Center Research Day

The Abigail Wexner Research Institute at Nationwide Children’s Hospital
Columbus, OH

“Needle in a haystack: Finding casual variants in whole-exome and whole-
genome sequencing data”

Epigenetics Group Meeting, The Research Institute at Nationwide
Children’s Hospital

Columbus, OH

“Needle in a haystack: Finding casual variants in whole-exome and whole-
genome sequencing data”

Cytogenetics/Molecular Genetics Lab Meeting, The Research Institute at
Nationwide Children’s Hospital

Columbus, OH

“Biomedical Genomics Core

Center Directors Meeting, The Research Institute at Nationwide
Children’s Hospital

Columbus, OH
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September 14, 2011

November 7, 2011

March 1, 2012

December 6, 2012

December 13, 2012

December 18, 2012

December 21, 2012

February 12,2013

March 6, 2013

March 13, 2013

November 13, 2013

“Living the pseudo-dream”

Center for Microbial Pathogenesis: Work in Progress, The Research
Institute at Nationwide Children’s Hospital

Columbus, OH

“Using next generation sequencing to discover causes of unique familial
disease”

Bench to Outcomes Seminar Series, The Research Institute at Nationwide
Children’s Hospital

Columbus, OH

“The White Lab”
Center for Microbial Pathogenesis, Nationwide Children’s Hospital
Columbus, OH

“Churchill: Ultra-fast analysis of human genome resequencing data”
Molecular Genetics Group, Nationwide Children’s Hospital
Columbus, OH

“Churchill: Ultra-fast analysis of human genome resequencing data”
Battelle Center for Mathematical Medicine, The Research Institute at
Nationwide Children’s Hospital

Columbus, OH

“Molecular bioinformatics of human genome resequencing analysis”
CHD Research Affinity Group, The Research Institute at Nationwide
Children’s Hospital

Columbus, OH

“Exome sequencing and analysis in diffuse pontine glioma”
The Research Institute at Nationwide Children’s Hospital
Columbus, OH

“Genomics research in 2013”

Clinical Fellows Prospective Research Training, The Research Institute at
Nationwide Children’s Hos