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Funding and awards 

2021 Contributed to a HHMI equipment request proposal: “HHMI 
Equipment Request: Scaling-up and Advancing to 
Telomere-to-Telomere Genome Assemblies for the Scientific 
Community”. Awarded to E.D. Jarvis 

$1,326,735.46 

2020 Wrote a grant proposal: “Examining tolerance and infection 
susceptibility of candidate wild reservoirs and domestic intermediate 
hosts of SARS-CoV-2 through comparative genomics”. Awarded to 
E.D Jarvis by Rockefeller University 

$120,000.00 

2019 Contributed to a NIH proposal: “Center for Human Reference 
Genome Diversity”. sub-awarded to E.D. Jarvis (5 years) 

~$1,250,000 

2018 Contributed to a HHMI Transformative Technology Competition 
proposal: “A High-Performance Computing Cluster for Producing 
High Quality Genome Assemblies and Analyses at Scale”. Awarded 
to E.D. Jarvis 

$906,117.65 

2014 Wrote a NC Biotechnology Center (Institutional Development; 
awarded to G. Wray): “Automated Library Preparation System for 
Next-Generation Sequencing” 

$165,000.00 

2011 Wrote a NIH S10 Grant proposal awarded to G. Wray: “Illumina 
HiSeq 2000 System” 

$690,000.00 

2010 Wenner-Gren Foundation: “Uncovering the genetic bases of the 
Energy Trade-Off Hypothesis using the elephant- nose fish” to Olivier 
Fedrigo (PI) 

$18,815.00 

2009 SMBE award - Postdoctoral Poster Prize at the 17th SMBE Annual 
Meeting 

n/a 

 

Teaching Experience 

2021-2022 Bioinformatics Resource Center workshop: “Genome Assembly” (Rockefeller University)  

2015-2016 GCB Academy: Introduction to Next-Generation sequencing lectures; RNA-Seq library 
preparation workshops (Duke University) 

2011 Human Genetics annual workshop: “Duke Bioinformatics Workshop” (Duke University) 

2011 An introduction to Next-Generation Sequencing (Duke University) 

https://doi.org/10.1093/bioinformatics/17.1.16
https://doi.org/10.1142/9789814447362_0022
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2007 Phylogenetics tutorial: “Dissecting the phylogenetic signal: The Good, the Bad and the 
Ugly”. (Duke University) 

2003 Teaching Assistant, BIOL 256L Fundamentals of Human Anatomy and Physiology - 
Laboratory. 

 

Recent Presentations 

2024 

 

2022 

East and Central AfricaBP Open Institute Workshop: “Advances in Biotechnology and 
De-Extinction: Assessing Economic Benefits and Challenges" 
 
Resource Center Lecture Series, Rockefeller University: “Fantastic genomes and how to 
sequence them” 

2022 Long Read Sequencing Workshop at JAX: “Towards high-quality reference assemblies for 
all vertebrate genomes”  

2020 AGBT Bionano Rise & Shine Series: “Towards high quality reference assemblies for all 
Vertebrate genomes” 

2019 University of Florida Genetics Institute: “The Vertebrate Genomes Project: Building 
accurate and complete reference genomes for all vertebrates” 

2019 PAG Bionano Genomics workshop: “The Vertebrate Genomes Project: Building accurate 
and complete reference genomes for all vertebrates” 

2018 Upstate New York Genomics Symposium, Cornell Ithaca - The Vertebrate Genomes 
Project: Building accurate and complete reference genomes for all vertebrates 
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