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Russell Sage Foundation 
Summer Institute in Social-Science Genomics 

Location: Pepper Tree Inn, Santa Barbara, CA 
June 11— June 23, 2017 

 

 

Sunday, June 11 

Organizing Faculty: Dan Benjamin and David Cesarini 

 

19.30 Opening Dinner 
 
Monday, June 12  Visiting Faculty: Dalton Conley, James Lee, Michelle Meyer 

09.30 – 10.40 Dan 1: Welcome & Camp Outline & Using Genetic Data in Economics 
11.00 – 11.50 Dalton: Using Genetic Data in Sociology 
11.50 – 12.10, 14.00 – 14.20 David 1: Using Genetic Data in Political Science 
14.20 – 15.10 James: Using Genetic Data in Psychology 
15.30 – 16.40 Discussion of Problem Set 1 
19.00 Dinner Discussion, Michelle: Ethical Uses of Social-Science Genomics 

 
Tuesday, June 13  Visiting Faculty: Fleur Garton 

09.30 – 10.40 David 2: Heritability I—Definition and Interpretation 
11.00 – 12.30 David 3: Heritability II—Twin and Adoption Studies 
14.00 – 15.10 Fleur 1: Molecular Genetics I—DNA, Meiosis, Mendel’s Laws  
15.30 – 16.40 TA Session 1: Introduction to Unix and the Server 
19.00 Dinner 
 

Wednesday, June 14 Visiting Faculty: Fleur Garton 

09.30 – 10.40 Fleur 2: Molecular Genetics II—Complex Traits 
11.00 – 12.10 Fleur 3: Molecular Genetics III—Gene Expression, Epigenetics 
14.00 – 15.10 Fleur 4: Molecular Genetics IV—Animal Models, Intellectual Disability 
15.30 – 16.40 Office Hours 
17.00 – 18.30 TA Session 2: Introduction to the Data and Sample Scripts  
19.00 Dinner 

 

Thursday, June 15 Visiting Faculty: Aysu Okbay, Patrick Turley, Raymond Walters 

09.30 – 10.40 Dan 2: Gene Discovery I—Power, Candidate Genes, GWAS 
11.00 – 12.10 Patrick 1: Gene Discovery II—Winner’s Curse, Stratification 
14.00 – 15.10 Raymond 1: LD Score Regression I, Genetic Correlation 
15.30 – 17.00 Aysu 1: Quality Control of Genomic Data  
17.00 – 18.30 Discussion of Problem Set 2 
19.00 Dinner 
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Friday, June 16 Visiting Faculty: Patrick Turley, Raymond Walters 

09.30 – 10.40 Raymond 2: LD Score Regression II, Partitioning 
11.00 – 12.10 Patrick 2: Multi-Trait Analysis of GWAS  
14.00 – 15.10 Patrick 3: Replication 
15.30 – 16.40 Office Hours 
 

Monday, June 19 Visiting Faculty: Aysu Okbay, Matt Keller, Patrick Turley 

09.30 – 10.40 Patrick 2: Polygenic Scores I  
11.00 – 12.10 Aysu 2: Polygenic Scores II  
14.00 – 15.10  TA Session 3: Constructing a Polygenic Score 
15.30 – 16.40  Matt 1: Gene-Environment Interactions 
17.00 – 18.30  Discussion of Problem Set 3 
19.00  Dinner 
 

Tuesday, June 20 Visiting Faculty:  Matt Keller, Jonathan Beauchamp, Tõnu Esko 

09.30 – 10.40 Matt 2: Genomic Relatedness 
11.00 – 12.10 Jonathan: Mendelian Randomization 
14.00 – 15.10 Office Hours 
15.30 – 17.00 Tõnu: Epigenetics, Functional Genomics, and Development   
19.00 Dinner 
 

Wednesday, June 21 

09.30 – 10.40 Various Faculty 1: Simulations and Applications I 
11.00 – 12.10 Various Faculty 2: Simulations and Applications II 
14.00 – 15.10 Discussion of Problem Set 4  
15.30 – 17.00 Office Hours 
19.00 Dinner 
 

Thursday, June 22 

09.30 – 10.40 Discussion of students’ research projects with Dan and David I 
11.00 – 12.10 Discussion of students’ research projects with Dan and David II 
14.00 – 15.10 Dan and David 1: The Future of Social Science Genomics 
15.30 – 16.40 Dan and David 2: Question & Answer & Discussion & Wrap-Up 
19.00 Good-bye Dinner 

 

Friday, June 23 
 

TBD Bus to Los Angeles International Airport will be arranged 
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Faculty Bios 
 
Dan Benjamin (Associate Professor, Center for Economic and Social Research and 
Department of Economics, University of Southern California) and David Cesarini (Associate 
Professor, Department of Economics and Center for Experimental Social Science, New York 
University) are Co-Founders and current Co-Organizers of the Social Science Genetic 
Association Consortium (SSGAC).  Together with the SSGAC, they have conducted 
genome-wide association studies on educational attainment, subjective well-being, 
neuroticism, depression, and fertility. The ongoing work on the SSGAC is continuing to bring 
cutting-edge methods from medical genomics into social-science genomics, as well as to 
develop new methods and to study a growing range of phenotypes, including economic 
preferences.  Cesarini has also done work using twin studies methods to estimate the 
heritability of political attitudes, economic preferences, financial behavior, and behavior in 
economic games. 
 
Jonathan Beauchamp (Assistant Professor, Economics Department, University of Toronto) 
primarily focuses on applied microeconomics, behavioral economics, and genoeconomics. 
He is a core researcher of the Social Science Genetic Association Consortium (SSGAC). His 
doctoral work employed a multidisciplinary approach, importing insights from genetics, 
neuroscience, and psychology to study questions of interest to economists, such as human 
capital formation, the determinants of economic outcomes, and the effect of cognitive biases 
on economic choices. 
 
Dalton Conley (Professor, Sociology Department, Princeton University) conducts research 
on the determinants of economic opportunity within and across generations. In this vein, he 
has done work on genetic influences on social attainment, genetic assortative mating, gene-
environment interactions and methodological issues surrounding these issues.  He has, for 
example, examined genetic assortative mating and its impact on inequality.  He has also 
analyzed the causal relation of genetic and environmental inputs on birth weight and infant 
mortality, as well as on academic results. He has also interrogated the classical twin model 
of heritability using molecular data, demonstrated the robustness of GREML to the violation 
of problematic assumptions that undergird it, and used pedigree data to develop a new 
method to assess phenotypic plasticity. Since 2011, he has served on the Advisory Board of 
the SSGAC. 
 
Tõnu Esko (Deputy Director of Research, Estonian Genome Center, University of Tartu; 
Visiting Researcher, Broad Institute of Harvard and MIT) is a human geneticist and molecular 
biologist. He has extensive experience in performing and implementing genetic association 
studies. His broader scientific interest lies in understanding the genetic architecture of 
complex human phenotypes (focusing on the role of both rare and common genetic variation 
and various models of inheritance). Esko is the co-founder of several large-scale research 
consortia – QTLgen and Ygen – and plays an instrumental role in ROHgen and GIANT. Esko 
is currently a lead scientist at Estonian Genome Center, which hosts a biobank of 50,000 
individuals. Since 2013, he has served on the Advisory Board of the SSGAC. 
 
Fleur Garton (Postdoc, University of Queensland, Australia) is a molecular geneticist who 
works at the Centre for Neurogenetics and Statistical genomics (CNSG) headed by Naomi 
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Wray, Peter Visscher and Jian Yang, current collaborators of SSGAC (Peter is on the 
SSCAG advisory board). The program includes developing novel methods for analyzing 
human genetic data, complex traits and psychiatric and neurological disorders. Fleur joined 
the University of Queensland team in 2016 with a research background/interest in 
understanding the molecular genetics of muscle function in disease and performance. Her 
current research focus on understanding the genetics of the neurodegenerative disorder 
Amyotrophic Lateral Sclerosis (also known as Motor Neuron Disease). 
 
Matthew Keller (Associate Professor, Institute of Behavioral Genetics and Department of 
Psychology and Neuroscience, University of Colorado) uses measured genetic data, 
genetically informative extended family data, and simulations to help understand the causes 
of behavioral variation. Much of his recent work has used large, genome-wide datasets to 
elucidate the genetic architecture of traits related to psychiatric illness and health in humans, 
including estimates of genetic overlap between ancestry groups for complex traits, using 
imputation and haplotype sharing to infer total additive genetic variation among unrelated 
individuals, using genome-wide SNPs to understand the role of inbreeding on complex traits, 
and developing methods for understanding gene-by-environment interactions. He has taught 
statistics, quantitative genetics, and computational statistics at both the undergraduate and 
graduate level as a professor at CU Boulder, and has taught at the Statistical Genetic 
Methods for Human Complex Traits workshop each year over the last ten years. 
 
James J. Lee (Assistant Professor, Department of Psychology, University of Minnesota Twin 
Cities) is a differential psychologist specializing in behavioral genetics. Together with the 
SSGAC, he has conducted genetic association studies of cognitive performance and 
educational attainment. His research goals include using population-genetic theory and 
methods to examine evidence of natural selection acting on cognitive abilities over the 
course of hominid evolution. Since 2016, he has served on the Advisory Board of the 
SSGAC. 
 
Michelle N. Meyer (Assistant Professor and Associate Director, Research Ethics, Center for 
Translational Bioethics and Health Care Policy, Geisinger Health System) is an ethicist and 
legal scholar. In addition to pursuing her own research on legal, ethical, and policy issues 
involved in research in general and in genomics research in particular, she chairs Geisinger’s 
IRB Leadership Committee, directs its Research Ethics Advice and Consultation Service, is 
an ex officio member of its IRB, and plays a leading role in advancing Geisinger as a learning 
health system. She has served on the Advisory Board of the SSGAC since 2011. 

 
Aysu Okbay (Postdoc, Vrije Universiteit Amsterdam and SSGAC) has been a core 
researcher with the SSGAC since 2012. Her research primarily focuses on unraveling the 
genetic architecture of social-science traits and genetically correlated health outcomes, and 
analyzing genetic data in social-science settings to understand, for example, how the effect 
of genes interact with environmental factors. She was the lead analyst in the genetic 
association studies conducted by the SSGAC on educational attainment and subjective well-
being. Her main contributions to these and several other SSGAC studies include the quality 
control and meta-analysis of data uploaded by participating cohorts, polygenic prediction 
analyses, and analyses of genetic overlap between traits. 

 
Patrick Turley (Postdoc, Broad Institute of Harvard and MIT and SSGAC) has been a core 
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researcher with the SSGAC since early 2012. His work focuses primarily on developing and 
implementing new statistical methods for analyzing genomic data in social science settings. 
Some of his main contributions have been developing methods for Multi-Trait Analysis of 
GWAS (MTAG), Winner’s Curse corrections, stratification tests, genetic overlap 
measurement, and polygenic scores (i.e., genetic predictors). 
 
Raymond Walters (Postdoc, Massachusetts General Hospital and Broad Institute of MIT 
and Harvard) has been a lead analyst with the Psychiatric Genomics Consortium (PGC) 
since 2014. His research focuses on evaluating statistical best practices and developing new 
methods for analyzing genome-wide data, with primary applications in ADHD and substance 
use. His current work includes investigating genetic overlap between traits, evaluating 
genetic risk across populations, and incorporating family-based designs in genome-wide 
association studies. 
 
Robbee Wedow (PhD candidate, Sociology, Institute for Behavioral Genetics, and Institute 
of Behavioral Science's Population Program, University of Colorado Boulder) is a 4th year 
Ph.D. student. His highly interdisciplinary research agenda focuses especially on the genetic 
and environmental etiologies of complex human addictions and social behaviors. Outside of 
genetics work Robbee researches demographic trends, student achievement outcomes 
using quasi-experimental methods, and also uses ethnographic methods to study sexual 
and religious identity.  
 
Meghan Zacher (PhD Candidate, Sociology, Harvard University) is a 3rd year Ph.D. student. 
She conducts research on the social determinants of health and disparities therein using 
quantitative methods. In her current work, she explores how socioeconomic conditions in 
early life influence health throughout the life course, and whether educational attainment 
intervenes on related processes. After participating in the Summer Institute last year, she has 
become increasingly involved with the SSGAC and is excited to incorporate sociogenomic 
data and methods into her future work.  

 


