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Russell Sage Foundation 
Summer Institute in Social-Science Genomics 

Location: Pepper Tree Inn, Santa Barbara, CA 
June 10 — June 21, 2019 

Organizing Faculty: Dan Benjamin, David Cesarini, and Patrick Turley 

  Sunday, June 9 
 

19.30 Opening Dinner 
 
Monday, June 10  

09.30 – 10.40 Dan 1: Welcome & Camp Outline 
11.00 – 11.50 Dalton: Using Genetic Data in Sociology  
11.50 – 12.10, 14.00 – 14.40 David 1: Heritability I—Definition and Interpretation 
14.40 – 15.30 Discussion of Problem Set 1 
15.50 – 16.40 Paige: Using Genetic Data in Psychology  
19.00 Dinner 

 
Tuesday, June 11 

09.30 – 10.40 David 2: Heritability II—Twin and Adoption Studies 
11.00 – 12.30 Andrea 1: Molecular Biology Primer 
14.00 – 15.10 Andrea 2: Human Genetics I 
15.30 – 16.40 TA Session 1: Introduction to Unix and the Server 
19.00 Dinner 
 

Wednesday, June 12 

09.30 – 10.40 Andrea 3: Human Genetics II 
11.00 – 12.10 Andrea 4: Measuring Genetic Variation 
14.00 – 15.10 Dan 2: Gene Discovery I—Power, Candidate Genes  
15.30 – 16.40 Michelle 1: Ethical Uses of Social-Science Genomics 
17.00 – 18.30 TA Session 2: Introduction to the Data and Sample Scripts  
19.00 Dinner 

 

Thursday, June 13 

09.30 – 10.40 Dan 3: Gene Discovery II—GWAS  
11.00 – 12.30 Patrick 1: Gene Discovery III—Winner’s Curse and Stratification  
14.00 – 15.10 Aysu: Quality Control of Genomic Data  
15.30 – 16.40 Raymond 1: LD Score Regression I, Heritability and Partitioning  
17.00 – 18.30 Discussion of Problem Set 2 
19.00 Dinner Discussion, Michelle 2: Ethical Uses of Social-Science Genomics 
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Friday, June 14 

09.30 – 10.40 Patrick 2: Polygenic Scores  
11.00 – 12.10 Alicia: Polygenic Scores And Eurocentric Bias  
14.00 – 15.10 Raymond 2: LD Score Regression II, Genetic Correlation  
15.30 – 16.40 Office Hours 
 

Monday, June 17 

09.30 – 11.00 James: Population Genetics 
11.20 – 12.30 Loic: Assortative Mating  
14.00 – 15.10  TA Session 3: Constructing a Polygenic Score 
15.30 – 16.40  Matt: Gene-Environment Interactions 
16.40 – 17.00  Patrick 3: Polygenic Scores II 
17.20 – 18.30  Discussion of Problem Set 3 
19.00  Dinner 
 

Tuesday, June 18 

09.30 – 10.40 Alex: Gene-Environment Correlation and Genetic Nurture 
11.00 – 12.10 Jonathan: Mendelian Randomization 
14.00 – 15.10 Lauren: Epigenetics and Social Science 
15.30 – 16.40 Office Hours 
19.00 Dinner 
 

Wednesday, June 19 

09.30 – 10.40 Tõnu: Functional Genomics and Development 
11.00 – 12.10 Silvia: Applications in Social Science I 
14.00 – 15.10 Discussion of Problem Set 4  
15.30 – 16.40 Office Hours 
19.00 Dinner 
 

Thursday, June 20 

09.30 – 10.40 Phil: Applications in Social Science II 
11.00 – 12.10 Discussion of students’ research projects I 
14.00 – 15.10 Discussion of students’ research projects II  
15.30 – 16.40 Dan, David, and Patrick: The Future of Social-Science Genomics 
19.00 Good-bye Dinner 

 

Friday, June 21 
08.00 Bus departs to Los Angeles International Airport 
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Faculty Bios 
 

Silvia Helena Barcellos (Assistant Professor, Center for Economic and Social Research 
and Department of Economics, University of Southern California) conducts research on 
health, labor and development economics. Her current projects include understanding how 
pecuniary and non-pecuniary returns to education vary by genetic makeup, the determinants 
of health insurance choice quality, and how access to health insurance affects financial strain 
and subjective well-being. In a recently awarded grant, Silvia is investigating how genetics 
interacts with education in influencing psychological well-being at older ages.  
 
Dan Benjamin (Associate Professor, Center for Economic and Social Research and 
Department of Economics, University of Southern California) is a behavioral economist. He is 
one of the Co-Founders and current Co-Organizers of the Social Science Genetic 
Association Consortium (SSGAC). Together with the SSGAC, he has conducted genome-
wide association studies on educational attainment, subjective well-being, neuroticism, 
depression, fertility, general risk tolerance, and dietary intake. Outside of social-science 
genomics, Benjamin’s current research focuses on understanding people’s errors in 
probabilistic reasoning, on survey-based measurement of well-being, and on the strength of 
evidence from p-values and statistical significance. 
 
Jonathan Beauchamp (Assistant Professor, Economics Department and Munk School of 
Global Affairs and Public Policy, University of Toronto; Associate Investigator, Centre for 
Applied Genomics, University of Toronto) is a core researcher of the Social Science Genetic 
Association Consortium (SSGAC). He conducts research in the emerging field of 
genoeconomics—with a focus both on finding genetic variants associated with economic 
preferences and outcomes and on using these findings to address questions in applied 
economics. He also conducts research in applied microeconomics, behavioral/experimental, 
and cultural economics. His research employs a multidisciplinary approach, importing 
insights from genetics 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. 
 
Andrea Byrnes (Postdoc, Massachusetts General Hospital and Harvard-MIT Broad Institute) 
conducts research focused on using data from current-era RNA sequencing experiments to 
better capture transcriptional activity and diversity in the human brain. The ultimate goal of 
these activities is to better understand the etiology of psychiatric illnesses such as 
schizophrenia, bipolar disorder, major depression and autism. Andrea’s current projects 
focus on statistical methods for normalization and aggregation of RNA-seq data to interpret 
GWAS results. She completed her PhD at the  University of North Carolina - Chapel Hill in 
Biostatistics in December of 2013. Her dissertation work focused on rare-variant association 
methods for quantitative traits. At UNC, she also worked on a number of other projects using 
genotype and expression array data and whole genome sequencing data in mice and 
humans. 
 
David Cesarini (Associate Professor, Department of Economics and Center for 
Experimental Social Science, New York University) is an applied microeconomist. He is one 
of the Co-Founders and current Co-Organizers of the SSGAC. Together with the SSGAC, he 
has conducted genome-wide association studies on educational attainment, subjective well-
being, neuroticism, depression, fertility, general risk tolerance, and dietary intake. Cesarini 
has also done work using twin studies methods to estimate the heritability of political 
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attitudes, economic preferences, financial behavior, and behavior in economic games. 
Outside of social-science genomics, he is currently studying the causal effect of income on 
health, wealth, and labor supply in a large sample of Swedish lottery players. 
 
Dalton Conley (Henry Putnam University 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 (Vice Director, Estonian Genome Center, University of Tartu; Visiting 
Researcher, Harvard-MIT Broad Institute) 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 plays an instrumental role in ROHgen and GIANT. Esko is currently the chief 
scientific as well as chief of business development at the Estonian Genome Center, which 
hosts a biobank of 200,000 individuals. Since 2013, he has served on the Advisory Board of 
the SSGAC. 
 
Paige Harden (Associate Professor, Department of Psychology, University of Texas at 
Austin) is a clinical psychologist whose research focuses on the developmental roots of 
social inequalities, with a particular emphasis on adolescence. Paige is the co-founder of the 
Texas Twin Project. She uses both quantitative genetic and molecular genetic methods to 
study adolescent reproductive development, risk-taking and antisocial behavior, cognitive 
abilities, and academic achievement. Paige is also interested in how genetic research 
intersects with moral and political philosophy, and how these intersections are reflected in 
public debates about the value, dangers, and social meaning of genetic research.    
 
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. 
 
Philipp Koellinger (Full Professor, Department of Economics, Vrije Universiteit Amsterdam) 
and his group investigate how genes influence human behavior and how insights into the 



 5 

genetic architecture of behavioral outcomes can inform social and medical research. He is 
one of the Co-Founders and Co-Organizers of the SSGAC. Together with the SSGAC, he 
has conducted genome-wide association studies on educational attainment, subjective well-
being, neuroticism, depression, fertility, general risk tolerance, and dietary intake. Koellinger 
is also involved in the development and application of new statistical methods that use 
genetic data (e.g., the MetaGap calculator, GIV regression, tests for genetic heterogeneity in 
traits such as schizophrenia). 
 
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. 
 
Hui Li (PhD candidate, Biostatistics, Harvard University) has been working as a research 
analyst at SSGAC for the past two years. Hui attended the Summer Institute two years ago 
as a student. She is passionate about developing genomics-driven statistical methodologies 
that can empower social science and public health research. In her current work, she is 
exploring and implementing a new method to meta-analyze genetic data across populations 
from different ancestry groups. 
 
Ruoxi “Rosie” Li (PhD candidate, Economics, Yale University) has been working as a 
research analyst at SSGAC for the past two years. Rosie attended the Summer Institute two 
years ago as a student. As a research analyst for SSGAC, Rosie has worked on assortative 
mating, genetic nurture, and gene-environment interaction analyses. 
 
Alicia Martin (Instructor, Massachusetts General Hospital and Harvard-MIT Broad Institute) 
is a population and statistical geneticist. Her research investigates how human history 
shapes global genetic and phenotypic diversity, and the role these forces play in 
predisposing people to various complex disease risks and evolutionarily important traits. She 
is also particularly interested in statistical approaches and increasingly diverse studies to 
reduce health disparities induced by vast Eurocentric genetic study biases. 
 
Michelle N. Meyer (Assistant Professor and Associate Director, Research Ethics, Center for 
Translational Bioethics and Health Care Policy, and Faculty Co-Director, Behavioral Insights 
Team, Steele institute for Health Innovation, Geisinger Health System) is an ethicist and 
legal scholar. Her empirical and normative research focuses on legal, ethical, and policy 
issues involved in research in general and in behavioral science and genomics research in 
particular. In addition to pursuing her own research, 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 (Assistant Professor, School of Business and Economics, Vrije Universiteit 
Amsterdam) 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 
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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. 
 
Lauren Schmitz (Assistant Professor, La Follette School of Public Affairs, University of 
Wisconsin-Madison) is an economist whose work utilizes genomic and epigenomic data from 
population-based longitudinal studies to examine how inequalities in the social environment 
shape disparities in health and socioeconomic attainment across the life course. The majority 
of her work in this area has used quasi-experimental research designs and polygenic scores 
to better understand the degree to which policy-relevant social exposures and genetic 
diversity contribute to health and education. In 2017, she received a K99/R00 Pathway to 
Independence Award from the National Institute on Aging (NIA) to examine social 
determinants of epigenetic processes related to aging and neurodegenerative disease. Her 
research has been supported by the NIA, the National Science Foundation, the Social 
Security Administration, the Russell Sage Foundation, and the March of Dimes. She earned 
her Ph.D. in Economics from the New School for Social Research and received her M.S. in 
Human Genetics from the University of Michigan this past spring. 

 
Patrick Turley (Postdoc, Massachusetts General Hospital and Harvard-MIT Broad Institute 
and SSGAC) has been a core 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 Harvard-MIT Broad 
Institute) 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. 
 
Loic Yengo (Senior Research Officer, The University of Queensland, Australia) is a 
statistical geneticist and team leader within the Program of Complex Traits Genomics 
headed by Professors Naomi Wray FAA, Peter Visscher FRS, and Jian Yang. The program’s 
research includes developing novel methods for analyzing human genetic data, complex 
traits and psychiatric and neurological disorders. Loic joined the University of Queensland in 
2016 with a research background in applied mathematics, statistics and molecular 
epidemiology. His current research focus on understanding the genetic and phenotypic 
consequences of non-random mating in human populations. 
 
Alexander Young (Postdoc, Big Data Institute, University of Oxford) will be joining the 
SSGAC later this year as an Assistant Professor at the Center for Economic and Social 
Research, University of Southern California. Alex’s research is motivated by the fundamental 
question of how genetic variation in a population gives rise to trait variation. Alex’s 
background is in mathematics and statistics, tools which he uses to develop novel theory and 
methods to apply to this problem. Formerly, he worked with Peter Donnelly at the Wellcome 
Trust Centre for Human Genetics and with Augustine Kong at deCODE Genetics in Iceland. 
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Alex has worked on heritability estimation and gene-environment interactions, among other 
topics. Alex has an enthusiasm for the ability of genetic information to illuminate questions in 
the social sciences. 

 
 


