Ryan C. Thompson, Ph. D.

8656 Via Mallorca
Unit G
La Jolla, CA 92037

Phone: (908) 922-7470
Email: rct@thompsonclan.org
Website: https://github.com/DarwinAwardWinner

Education

2012—2019 Ph. D. in Bioinformatics, Skaggs Graduate School of Chemical and Biological Sciences
The Scripps Research Institute, La Jolla, California
Dissertation: Bioinformatic analysis of complex, high-throughput genomic and epigenomic data in the
context of CD4™ T-cell differentiation and diagnosis and treatment of transplant rejection
Advisor: Andrew Su

2005—2009 B.S. in Biology with High Distinction; B. A. in Mathematics
University of Virginia, Charlottesville, Virginia
Undergraduate thesis: Contig Farmer: A tool for extracting maximal-length contiguous Sequences
from a Database of Short Sequence Reads
Adpvisor: Paul J. Rushton

Academic Experience

2010—2012 Researcher, Scripps Genome Center, University of California San Diego, San Diego, CA
Advisor: Terry Gaasterland

Professional Experience

2011 Summer Bioinformatics Internship, Informatics & IT Department, Merck & Co.,
Boston, MA
Advisor: Adnan Derti

2006—2009 Summer Sailing Instructor, Raritan Yacht Club, Perth Amboy, NJ

2005—2007 Computing Advisor & Help Desk, Information, Technology, & Communication Depart-

ment, University of Virginia, Charlottesville, VA

Awards & Honors

2006—2009 Echols Scholar, University of Virginia
2006 Phi Eta Sigma National Honor Society
2006 National Society of Collegiate Scholars
2005 Edward J. Bloustein Disguingished Scholar
2005 National Merit Scholar
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Ryan C. Thompson, Terri Gelbart, Steven R Head, Phillip Ordoukhanian, Courtney Mullen, Dongmei Han,
Dora M Berman, Amelia Bartholomew, Norma S Kenyon, and Daniel R Salomon. Optimizing yield of deep
RNA sequencing for gene expression profiling of peripheral blood samples from cynomolgus monkeys (Macaca
fascicularis). (In preparation). Institution: The Scripps Research Institute, 2019.

Ryan C. Thompson, Sarah A. Lamere, and Daniel R. Salomon. Reproducible genome-wide epigenetic analysis of
H3K4 and H3K27 methylation in naive and memory CD4+ T-cell activation. (In preparation). Institution: The
Scripps Research Institute, 2019.

Ryan C. Thompson. Bioinformatic Analysis of Complex , High-Throughput Genomic and Epigenomic Data in the
Context of CD4+ T-Cell Differentiation and Diagnosis and Treatment of Transplant Rejection. PhD thesis, The
Scripps Research Institute, 2019.
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[11] Ryan C. Thompson, Paul J. Rushton, Tom W. Laudeman, and Michael P. Timko. Contig Farmer : A tool for
extracting maximal-length contiguous sequences from a database of short sequence reads (Undergraduate Thesis),
June 2009. Institution: University of Virginia. URL: http://darwinawardwinner.github.io/resume/
examples/UVa/contigfarmer.pdf.

[12] Ryan C. Thompson. The Sources and Limits of Geometric Rigor from Euclid Through Descartes, May 2008.
Institution: University of Virginia. URL: http://darwinawardwinner.github. io/resume/examples/UVa/
math-history-paper.pdf.

Presentations and Teaching

May 8, 2018

November 21, 2016
August 15, 2016
April 29, 2016

December 21, 2015
November 13, 2015

Guest lecturer on RNA-Seq for Advanced Tools and Data Challenges in Bioinformatics
course (Lecture & Lab). University of California, San Diego, CA

Advanced RNA-Seq Analysis. Schork Lab, J. Craig Venter Institute, La Jolla, CA
RNA-seq Analysis. Bristol-Myers Squibb, Hopewell, NJ

Lecturer on Introductory RNA-seq Analysis for Applied Bioinformatics and Computa-
tional Biology course. The Scripps Research Institute, La Jolla, CA

Advanced RNA-Seq Analysis. Bristol-Myers Squibb, Hopewell, NJ
Advanced RNA-Seq Analysis. The Scripps Research Institute, La Jolla, CA

Extracurricular and Volunteer Experience

2012—present

Bioconductor Project, software developer and technical support
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