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Summary 

Dan Koboldt is a human geneticist and bioinformatician with expertise in next-generation sequencing 

(NGS) data analysis. His group at the Institute for Genomic Medicine at Nationwide Children’s Hospital 

analyzes exome and whole-genome sequence data to uncover the genetic basis of rare diseases and 

pediatric cancer. 

He is the lead developer of VarScan, an open-source tool for germline and somatic variant calling in NGS 

data, and MendelScan, an open-source tool for prioritizing variants in family-based sequencing studies.  

He is also the author of MassGenomics (http://massgenomics.org), a blog about genetics, genomics, and 

DNA sequencing in the post-genome era; KidsGenomics (http://kidsgenomics.org), a blog about the 

genomics of pediatric disease; as well as three novels published by HarperCollins. 

Education 

M.S., Biology   Washington University in St. Louis, 2007 

B.S., Computer Science  University of Missouri, Columbia, 2001 

B.A., French Language  University of Missouri, Columbia, 2001 

Experience 

Principal Investigator II, Nationwide Children’s Hospital 2016-present 

Research Assistant Professor of Pediatrics, The Ohio State University 2016-present 

Manager, Human Genetics Group, The Genome Institute at Washington University  

Supervisor: Rick Wilson 

2012-2016 

Staff Scientist, The Genome Institute at Washington University  

Supervisor: Dave Larson 

2011-2012 

Programmer/Analyst, Medical Genomics Group at Washington University  

Supervisor: Li Ding 

2007-2011 

Bioinformatics Programmer, Department of Genetics at Washington University  

Supervisor: Ray Miller 

2003-2007 

Professional Memberships 

• American Society of Human Genetics (ASHG), 2012-present 

• Editorial Board, Front Line Genomics Magazine, 2016-present 
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Technical Skills 

• Programming: Perl, Java, PHP, R, Komodo IDE, Eclipse IDE, version control (git & svn) 

• Operating Systems: Linux/UNIX, Mac OSX 

• Bioinformatics Software: BWA, SAMtools, Picard, VCFtools, GATK, PLINK, BEAGLE 

• Web Development: HTML, CSS, Wordpress, phpList, phpMyAdmin, Google Analytics 

• Desktop Software: Microsoft Office, EndNote, Adobe Photoshop, Macromedia Dreamweaver 

Research Expertise 

• Next-generation sequencing (NGS) data: Whole-genome, exome, and targeted resequencing datasets 

for case-control studies, family studies, tumor-normal pairs, and clinical cases. 

• NGS bioinformatics: Alignment, de-duplication, SAM/BAM manipulation, coverage analysis, variant 

calling, somatic mutation detection, annotation with external databases (e.g. Ensembl, dbSNP, VEP) 

• Case-control studies: principal components analysis (MDS), and analysis of rare variants  

• Rare/Mendelian disease studies: variant annotation and prioritization, NGS-based linkage mapping, 

clinical variant interpretation/reporting. 

• Cancer genomics: mutation detection, significantly mutated gene (SMG) testing, mutational proximity 

and recurrence, germline susceptibility, copy number and LOH analysis. 

Editorial and Peer Review Service 

• Frontiers in Genetics (Topic Editor) • Nucleic Acids Research 

• American Journal of Human Genetics • Human Mutation 

• Bioinformatics • Nature Biotechnology 

• Genome Biology • PLoS Genetics 

• Genome Medicine • PLoS Computational Biology 

Community Outreach 

• National DNA Day Ambassador Program  2009-present 

• ASHG DNA Day Essay Contest Judge  2014-present 

• Author, MassGenomics (http://massgenomics.org)   2008-2018 

• Author, KidsGenomics (http://kidsgenomics.org)   2018-present 

Presentations at Professional Meetings and Workshops 

2013 ASHG Annual Meeting, Platform Speaker, Boston, MA 

2014 ASHG Annual Meeting, Platform Speaker, San Diego, CA 

http://massgenomics.org/
http://kidsgenomics.org)/
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2015 ASHG Annual Meeting, Invited Session Proposer/Moderator, Baltimore, MD 

2015 EMBO Workshop: Modern DNA concepts, Invited Speaker, Evry, France 

2015 Molecular and Cellular Biosciences Retreat, Keynote Speaker, Portland, OR 

2016 Alzheimer’s Disease Sequencing Project Workshop, Invited Participant, Washington, DC.  

2016 ASHG Annual Meeting, Invited Session Proposer/Moderator, Vancouver, BC, Canada 

2017 ASHG Annual Meeting, Invited Session Proposer/Moderator, Orlando, FL 

2017 AMP Annual Meeting, Invited Speaker, Salt Lake City 
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