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TARGET AUDIENCE:  This conference will be of particular interest and value to the faculty, staff, and students of the College of Public Health and the Health Science Colleges. 

ABSTRACT:  
Massive ‘ome data, including genome, exposome, and phenome data, are becoming available at an increasing rate with no apparent end in sight. Examples include Whole Genome 
Sequencing data, multiple metal data, digital phenotyping data, and Electronic Medical Records. A large number of genome-wide association studies conducted in the last ten years have 
identified over 1,000 common genetic variants that are associated with many complex diseases and traits. Whole genome sequencing data and different types of genomics data have 
become rapidly available. Two large ongoing whole genome sequencing programs (Genome Sequencing Program (GSP) of NHGRI and Trans-omics for Precision Medicine Program (TOPMed) 
of NHLBI) plan to sequence 300,000-350,000 whole genomes. These massive genetic and genomic data, as well as exposure and phenotype data, present many exciting opportunities as 
well as challenges in data analysis and result interpretation. In this talk, I will discuss analysis strategies for some of these challenges, including rare variant analysis of  whole-genome 
sequencing association studies; analysis of multiple phenotypes (pleiotropy), and integrative analysis of different types of genetic and genomic, environmental data. 

DISCLOSURE STATEMENT: “I do not have any financial interests or other relationships with any manufacturers of products or providers of services I might be discussing in my presentation.” 

 The University of Iowa prohibits discrimination in employment, educational programs, and activities on the basis of race, creed, color, religion, national origin, age, sex, pregnancy, disability, genetic information, status as a
U.S. veteran, service in the U.S. military, sexual orientation, gender identity, associational preferences, or any other classification that deprives the person of consideration as an individual. The university also affirms its
commitment to providing equal opportunities and equal access to university facilities. For additional information on nondiscrimination policies, contact the Director, Office of Equal Opportunity and Diversity, The University of
Iowa, 202 Jessup Hall, Iowa City, IA, 52242-1316, 319-335-0705 (voice), 319-335-0697 (TDD), diversity@uiowa.edu.

 Individuals with disabilities are encouraged to attend all University of Iowa sponsored events.  If you are a person with a disability who requires an accommodation in order to participate in this program, please contact The
Department of Epidemiology in advance at 319-384-1540.
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