
Joshua T. Burdick, Ph.D.

Contact
Information

Mail: 295 Hiscock St., Ann Arbor, MI 48103
Voice: 610-457-2120
E-mail: josh.t.burdick@gmail.com

Research
Interests

RNA transcription and modification, algorithms, Bayesian statistics, genomics.

Education University of Pennsylvania, Philadelphia, Pennsylvania USA

Ph.D., Genomics and Computational Biology, December 2015

• Dissertation Topic: “Regulation of Gene Expression in the C. elegans embryo”
• Advisor: John Isaac Murray

University of Pennsylvania, Philadelphia, Pennsylvania USA

M.S.E., Computer and Information Science, 2002

Swarthmore College, Swarthmore, Pennsylvania USA

B.A., Computer Science, May, 1995
B.A., Music, May, 1995

Research
Experience

Research programmer October 2020 - present
Vivian Cheung lab, University of Michigan, Ann Arbor, Michigan USA
Computed and combined features of high-throughput datasets across the genome. Plot-
ted RNA nanopore sequence traces.

Research programmer September 2016 - October 2020
Vivian Cheung lab, HHMI, University of Michigan, Ann Arbor, Michigan USA
Identified peaks and allele-specific expression in high-throughput sequencing data.
Combined multiple data sets to better understand aspects of RNA biology including
PolII pausing and abasic sites.

Postdoctoral researcher January 2016 - May 2016
John Isaac Murray lab, University of Pennsylvania, Philadelphia, Pennsylvania USA
Optimized performance of an existing Java image processing application, and refactored
it to read multiple image formats.

Graduate Student September 2007 - December 2015
University of Pennsylvania, Philadelphia, Pennsylvania USA
Developed deconvolution methods using sampling and expectation propagation. An-
notated groups of tissue-specific genes with motif enrichment. Coursework included
statistics, cell biology, and genomics.

Research Programmer September 2001 - September 2007
Children’s Hospital of Philadelphia, Philadelphia, Pennsylvania USA
Developed and implemented statistical methods to relate genotype and expression data.

Graduate Student September 1995 - September 1997
University of Maryland, College Park, Maryland USA
Included graduate coursework in neural networks, approximation algorithms, and lower
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bounds in computational complexity. Teaching assistant for introductory Pascal, C,
and functional programming classes.
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Computer Skills • Languages: Python, R, Java, C. Some Javascript, Haskell, Perl, and C++.
• Bioinformatics tools: Bioconductor, samtools, bedtools, igv, relevant Python pack-

ages (numpy, matplotlib, pandas, pybedtools, pysam, deepTools)
• Operating systems: Unix/Linux, familiarity with Mac OS X and Windows.
• Sample source code available at https://github.com/joshtburdick
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