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Education & Training 
Ph.D., Anthropology, University of Kansas, Lawrence, KS, 2008 

• Concentration in Anthropological Genetics 

• Dissertation: “Mitochondrial DNA and Y-Chromosome Variation in Aleut Populations: 
Genetic Implications of Founder Effect, Asymmetrical Gene Flow and the Original 
Peopling of the Aleutian Archipelago” 

• Ph.D. advisor and committee chair: Dr. Michael H. Crawford 
M.A., Anthropology, University of Kansas, Lawrence, KS, 2006 

• Thesis: “Mitochondrial DNA Variation in Yakutia: The Genetic Structure of an Expanding 
Population” 

B.S., Biology, McMaster University, Hamilton, ON, Canada, 1997 

• Minor in History 

• Senior thesis: “A Population Genetic Study of Three Microsatellite Loci in the Indian 
Subcontinent” 

 

Research Interests 
Areas of interest include statistical genetics and genetic epidemiology, bioinformatics, methods 
and software development, and genetics of complex traits. My research has mostly focused on 
identifying the genetic and epigenetic determinants of psychiatric and neurological disorders (e.g., 
schizophrenia, epilepsy) and brain-related correlates (e.g., electrophysiology, neurocognition), as 
well as diabetes and obesity. I have conducted case-control and family-based genetic studies, 
including genome-wide association studies (GWAS), linkage analysis, pathway enrichment tests, 
hierarchical clustering and network construction, and polygenic risk scoring routines. Currently, 
my research has been investigating the genetics of generalized epilepsy in the baboon colony at 
the Southwest National Primate Research Center (SNPRC; San Antonio, TX), with the objective 



 
 
 

of identifying key pathophysiological mechanisms and to develop a multi-omic, preclinical platform 
for developing and testing novel therapies in the baboon that can translate to human applications 
and be a unique resource for the wider epilepsy research community. 
 
My graduate research at the University of Kansas was in the field of molecular anthropology and 
human evolution, which I still have an abiding interest in. This work resulted in publications on the 
population genetics of Native American and Siberian populations and its implications for the 
peopling of the Americas, with a focus on the native communities of the Aleutian archipelago and 
the consequences of male-biases gene flow from European populations. 
 
My research skills include R statistical programming; Perl and Unix shell scripting; BerkeleyDB 
embedded databases; SOLAR software package for genetic variance components analysis; 
PLINK program for genome-wide association testing and polygenic risk scoring; pathway 
enrichment analysis; weighted gene co-expression network analysis (WGCNA); and 
bioinformatics pipelines for processing, aligning, and annotating variant calls from whole-genome 
sequence (WGS), RNA-seq, and Meth-seq data. 
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