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Education 
 
2017  PhD – University of Chicago 
   Human Genetics (Advisor: Matthew Stephens) 
2009  BS (Dual; Magna Cum Laude) – Cornell University  
   Biological Sciences (Genetics) and Animal Science 
 
 

Professional Experience 
 

2020-* Postdoctoral Fellow – Dr. Eimear Kenny, Icahn School of Medicine at Mount  
Sinai 

2017–20 Postdoctoral Research Associate – Dr. Sohini Ramachandran, Brown University 
2012–17 Graduate Researcher – Dr. Matthew Stephens, University of Chicago 
2012–13 Graduate Researcher – Dr. Jonathan Pritchard, University of Chicago 
2009–11 Research Assistant – Dr. Joel Hirschhorn, Children’s Hospital Boston /  

The Broad Institute 
2006–09 Undergraduate Researcher – Dr. Charles Aquadro, Cornell University 
2004  Summer Internship – Dr. John True, SUNY Stony Brook 
 

 
Selected Awards, Grants, and Fellowships 

 
2018–19 BioMed Postdoc Travel Award (Brown) 
2016–17 NIH/NIAID F31 NRSA Predoctoral Training Fellowship (UChicago) 
2015–16 NIH/ITM CTSA TL1 Training Grant (UChicago) 
2013  NSF Graduate Research Fellowship Program – Honorable Mention (UChicago) 
2011–14 NIH T32 Genetics and Regulation Training Grant (UChicago) 
2011  Pauley Fellowship (UCLA; Declined) 
2008  S. Ann and Robert R. Morley Student Research Grant (Cornell) 
2007  Howard Hughes Summer Research Program in Biology (Cornell) 
 
 

Selected Conference and Meeting Presentations 
 
2020 International Conference of Quantitative Genetics 6 (Talk; virtual due to 

COVID-19) 
2020 Center for Computational Molecular Biology, Brown University (Seminar)  
2019  Probabilistic Modeling in Genomics – Aussois (Talk) 
2017  Department of Computer Science, Princeton University (Seminar) 
2017  Big Data Institute, Oxford University (Seminar) 
2017   Department of Genetics, Perelman School of Medicine, University of  

Pennsylvania (Seminar) 



2017  Gordon Research Seminar – Quantitative Genetics and Genomics (Talk) 
2016  Probabilistic Modeling in Genomics – Oxford University (Talk) 
2011  The Broad Institute: Program in Medical and Population Genetics (Seminar) 
2011  Cold Spring Harbor Labs – Biology of Genomes (Talk) 
  
 

Teaching and Academic Services 
 
2014 Winter ECEV 3560 – Principles of Population Genetics I (TA) 
2013 Fall HGEN 4700 – Human Genetics I (TA) 
2013 Winter ECEV 3560 – Principles of Population Genetics I (TA) 
2012 Fall MGCB/HGEN 3140 – Genetic Analysis of Model Organisms (TA) 
 
2019  Rhode Island Science and Engineering Fair (Judge) 
2018-19 Doctoral Dissertation Enhancement Grant (DDEG) Evaluation Panel, 

Department of Ecology and Evolutionary Biology, Brown University (Panelist) 
2015-20 American Society of Human Genetics DNA Day Essay Contest (Judge) 
2014-15,17 Chicago Area Undergraduate Research Symposium (Judge) 
 
Reviewer Grants: Ad hoc CIBR NSF 

Journals: Bioinformatics, eLife, Genetics, Heredity, Human Molecular Genetics, 
Nature Communications, PLOS Genetics, Scientific Reports 
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