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education
2012 Ph.D. Integrative Biology University of Texas at Austin

Drs James J. Bull and Claus O. Wilke, advisers
2005 B.Sc. Zoology, with honors University of Florida

professional experience
2012-2016 Georgia Institute of Technology Postdoctoral Fellow

Responsibilities included writing software to conduct NSF-funded research
and mentoring students. Efficiently processing data for these projects re-
quired the use of a computer cluster, which meant I learned a bit about dis-
tributed systems. Data collection was done primarily with Python. Statistical
analyses and figures for analyses for publication were done with R and Bio-
conductor. Total scientific output will be three first author and two co-author
papers.

2006-2012 University of Texas at Austin Research and Teaching Assistant
Responsibilities included supervising undergraduates and working on NIH-
funded research and preparing results for publication. In addition I was a
teaching assistant for a survey course on biology for non-majors as well as
an introduction to computational biology. Simulation code and data collection
was primarily in Python or Cython. Statistical analyses and figures for analy-
ses for publication were performed with R and Bioconductor. Total scientific
output was three first-author and two co-author publications.

2004-2005 University of Florida, Gainesville Lab Technician
Assisted in mutation accumulation experiments with C. elegens and other
nematodes that investigated how fitness declines as deleterious mutations
accumulate in the absence of negative selection. Research resulted in three
co-authored publications.
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* Undergraduate co-author

conference presentations
• Multivariate associations between climate and genome-wide methylation in European Arabidopsis panels.

– International Evolution Society Conference, Austin, Tx, 2016.

• Evolution in actin: a protein family drama.

– International Evolution Society Conference, Norman, OK, 2011.

• Interactions between evolutionary processes at high mutation rates.

– International Evolution Society Conference, Portland, OR, 2010.

• Quasispecies adapts to overcome mutation load: a problem for lethal mutagenesis?

– Gordon Conference for Microbial Population Genetics, Andover, NH, 2009.

• Evolution at high mutation rates: not as bad as we think.

– International Evolution Society Conference, Minneapolis, MN, 2008.

conference posters
• DNA methylation and the evolutionary divergence of duplicate genes.

– Society for Molecular Biology and Evolution, San Juan, Puerto Rico, 2014.

• Divergence of methylation maps in humans and higher primates.

– International Conference on Bioinformatics, Atlanta, GA, 2013.



mentoring
Supervised four undergraduate students and one high school student, which led to two publications.
Supervised one Master’s student August 2014- August 2015.

professional activities
• Member, Society for the Study of Evolution, 2008–Present.

• Member Society for Molecular Biology and Evolution 2013–Present.

professional service
• Reviewer, BMC Evolutionary Biology

• Reviewer, Evolutionary Applications

• Reviewer, Genome Research

• Reviewer, PLoS Computational Biology

• Reviewer, Scientific Reports

honors, awards, & fellowships
• National Science Foundation Graduate Student Fellowship (Honorable Mention), 2007.

• National Science Foundation Graduate Student Fellowship (Honorable Mention), 2006.

• Houston Rodeo Fellowship, University of Texas at Austin, 2006.
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