NIH Symposium

A Grand Opportunity: Developing a Resource for Genetic Epidemiology Research in Adult Health and Aging

June 4, 2012

9 am – 3:35 pm



Agenda
	Beginning

Time
	Mins.
	Item
	Speaker

	9:00 am
	10
	Welcome
	Dr. Francis Collins

	9:10 
	10
	1. Introduction:   RC2 Project Overview and Aims  
	N. Risch

	Description of Cohort; Data on Environmental Exposures and Phenotypes

	9:20 
	10

	2. Overview of RPGEH and GERA Cohort

Development of cohort 

RPGEH Survey


Demographic characteristics of cohort 
	C. Schaefer

	9:30
	5
	Discussion
	

	9:35 
	10
	3. ELSI Considerations and Re-consent 
	C. Somkin

	9:45
	5
	Discussion
	

	9:50
	25
	4. Description of Clinical Data and Development of Phenotypes from Electronic Medical Records    
· Description of available data – diagnoses, procedures, labs, pharmacy, etc.  

· Development of phenotypes of different kinds (Note imaging and mammographic density project)
· Prevalence of Selected Phenotypes in GERA Cohort
· Description of ECG Database and Plans for Research  

	L. Walter
C. Iribarren

	10:15
	5
	Discussion
	

	10:20
	15
	BREAK    
	

	10:35
	20
	5. Behavioral and Environmental Data from Prior Surveys and GIS Databases    

· Multiphasic Check-up (1964 – 1992)
· Ecologic Data from the Geographic Information System Databases – physical, social, and built environments

	R. Whitmer

S. VandenEeden

	10:55
	5
	Discussion
	

	Laboratory Experiments and Results --  Telomere Length and Genome-wide SNPs

	11:00
	20
	6. Telomere Length Experiments, Measurements, and QC; 
TL by Age and Gender

	E. Blackburn/
M. Kvale

	11:20
	5
	Discussion
	

	11:25
	30
	7. Development of Genotypic Data
· DNA Extraction from saliva

· Design and coverage of 4 ethnic-specific arrays

· Laboratory genotyping
· Genotyping QC – and how it relates to experiments
	S. Rowell

T. Hoffman

P.-Y. Kwok

M. Kvale

	11:55
	5
	Discussion
	

	12:00
	45
	LUNCH          
	

	12:45
	40
	8. Genotypic Data Results
· Genetic structure of the GERA cohort and how it relates to self-described ethnicity

· Local ancestry

· Identifying families within the GERA cohort

· CNV identification

· Imputation to 1000 Genomes Data and expected coverage
	Y. Banda

H. Tang

N. Risch

C. Sabatti

T. Hoffman

	1:25
	5
	Discussion
	

	Analyses of  Telomere Length, Genetic, and Phenotypic Data

	1:30
	60
	9. Completed and Planned Association Analyses    

· Analyses of telomere length (TL)
· Demographic and behavioral predictors of TL 

· Midlife predictors of TL
· Neighborhood Deprivation Index and TL

· TL and all-cause mortality

· GWAS of disease phenotypes (e.g., TL, HDL, BMI, T2D, Bipolar Disorder 
	R. Whitmer

S. VandenEeden

C. Schaefer

M. Kvale

T. Hoffman

C. Schaefer

	2:30
	10
	Discussion
	

	2:40
	15
	BREAK
	

	Arrangements for Collaboration and Access

	2:55
	15
	10.  Arrangements for Access and Collaboration
· Web portal and application review
· Submitted and funded projects

· Existing and proposed collaborations with colleagues outside of Kaiser Permanente 

· dbGaP
	

	3:10
	5
	Discussion
	

	Conclusion

	3:15
	15
	11. Opportunities for Novel Research and Enhancement of the Cohort   

· Other important phenotypes (ECG, Brain scans, etc)

· Recontact of cohort for additional measures (e.g. on cognition, risk factors, quality of life)
· Collecting blood on genotyped participants (repeat measures of TL, proteomics, environmental exposures, etc.)
· Additional genomics (e.g., exome array)

· Development of GIS databases

· Research on translation into clinical practice
	

	3:30
	5
	Discussion
	

	3:35
	
	End of Program
	


