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Goals of Multi-IC Training Symposia

* To identify common, critical issues
encountered in applying genomic
technologies to population studies

 To develop approaches for prioritizing and
conducting population studies using genomic
technologies

* To identify new tools needed for conducting
genomics-based population studies



Innocent and carefree, Stuart’s left hand
didn’t know what the right was doing.

Larson, G. 7The Complete Far Side. 2003.
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Multi-IC Symposia on Application of Genomic Technologies to
Population-Based Studies at NIH Institutes and Centers

Many NIH Institutes and Centers (ICs) have made long-term, substantial investments in population-
based studies that are beginning to be used for genomic research, but the application of large-
scale genomic technologies raises a series of challenging issues. A multi-IC planning group
convened an NIH-wide symposium in June 2006 to share experience in dealing with these issues
and identify additional steps needed to facilitate genomic research in population studies.

Materials and presentations from that meeting are available below, as well as recommendations
arising from the meeting and the progress to date on those recommendations. Other resources of

potential interest are also available below.

A second multi-IC symposium will be held on May 22-23, 2007. Registration information for
fellows and professional staff and materials in preparation for that symposium are provided below.

June 2006 Meeting

o« Multi-IC Symposium on the Application of Genomic Technologies to Population-Based Studies
June 5-6, 2006

e Summary and Recommendations from June 5-6 2006 Symposium and Progress on
Recommendations




STATUS OF RECOMMENDATIONS FROM JUNE 5-6 2006

MULTI-IC SYMPOSIUM ON APPLICATION OF GENOMIC TECHNOLOGIES TO

POPULATION-BASED STUDIES

(ds of 5/17/07)
is?i:;f;::fuidm]mﬁn ative Leadership Status
1. Eey elements of consent for SYmposium Sample consents from current
genome-wide association studies Panel 3. 1n NIDDK, NIGMS, NIMH. and
(GWAS) should be collected, collaboration NINDS repositories, and draft
updated frequently, and made with Nabel consent elements for NHGRI
available to ICs and possibly to GWAS Data Medical Sequencing program.
the outside community. A Sharing have been made available for
repository of model consent forms Commuttee review at
could be developed. http://www_genome gov/Pages/
Extranets/PopulationGenomuics
Traiming/consent cfm
2. Examples or collections of MNabel Sample data use and
successful consortium agreements Commnuttee, consortium agreements and
and genotyping quality control with NIH/OD policies from current NCI,

standards would be helpful.

NHLEI. NIDDEK, NIGMS, and
WNIMH programs have been
made available for review at
hitp:/www_genome_gov/Pages/
Extranets/PopulationGenomucs
Tramming/asreements.cfim




Status of Key Recommendations from

2006 Multi-IC Symposium

Near-Term Administrative Action Items  Progress
Post key elements of consent Done

Post successful consortium agreements Done
Develop common data elements for NCBI; RFA
GWA studies HG-07-006
Standards for quality of genotyping and

sequencing data

Sequencing to follow-up GWA signals Done
Standards for defining validity and Done

replication of GWA findings




Status of Additional Recommendations

3 of 4 “Intermediate-Priority Goals” in
progress or completed, fourth is:

Assess benefits and risks of electronically
tracking research use of GWA data; consider
asking that GWA study name be used in
abstracts of publications.

18 of 36 “Other Recommendations” in
progress or completed



Some 6/6/06 Recommendations to be
Revisited?

24. Encourage addition of ancillary phenotypic
and exposure measures to existing studies.

25.Provide incentives for analysis of datasets in
large population studies, and collaborating
with population study investigators.

35. “Federate” very large capacity, infrequently
used data outside of central databases.

37. Need “cosmopolitan® GWA panel that will
work in numerous or all populations.



Some 6/6/06 Recommendations to be
Revisited?

38. Cost-effective technologies needed for
characterizing 10-10,000 SNPs.

39. Develop better methods for scoring structural
variation.

41. Need effective methods for targeted
resequencing or 100kb-1Mb regions.

46. Need better methods for optimizing efficient
use of limited DNA.
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Objectives

Share initial NIH-wide experience with GWA
studies, including scientific and programmatic

prob
emp

ems encountered and solutions
oyed

Faci

itate collaborations for replication and

follow-up studies (sequencing, expression,
genome-wide methylation, function, etc)

Examine different models for data analysis
and follow up of GWA findings, and
approaches for maximizing use of GWA data



Institutes and Centers Heavily Involved in
GWA Studies

National Cancer Institute
National Heart, Lung, and Blood Institute

National Institute of Diabetes and Digestive and
Kidney Diseases

National Institute of Drug Abuse
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Topics to be Addressed Today

Replication Studies - Stephen
(false positives, criteria, collaboration)

Follow-Up Studies - Thomas
(fine-mapping, sequencing, new technologies)

Cross-Study Analysis - Chris
(consortia, combining platforms, multiple
traits, common controls)

Data Sharing - Jim
(databases, receiving data, quality control)

Consent/Approvals - Kat
(data sharing, layered or older consents)



Things We'd Like to Do in the Next 9 Hours

« Stimulate active discussion and interchange

on GWA studies among ICs (or even within
ICs...)

* |dentify obstacles to be overcome and tools
needed to facilitate these studies

« Come away with at least three new inter-IC
(or intra-IC?) collaborations in GWA studies



Things We WON'T Do in the Next 9 Hours

 Decide or even discuss policies related to
GWA studies

* Prescribe or proscribe any GWA practices for
any IC



I say we do it ... and trichinosis be damned!”

Larson, G. 7The Complete Far Side. 2003.






	Second Multi-IC Symposium on Application of Genomic Technologies to Population Studies: Facilitating Collaboration in GWA Studies 
	Multi-IC Symposium on Application of Genomic Technologies to �Population-Based Studies
	Goals of Multi-IC Training Symposia
	Slide Number 4
	Slide Number 5
	Slide Number 6
	Slide Number 7
	Status of Additional Recommendations
	Some 6/6/06 Recommendations to be Revisited?
	Some 6/6/06 Recommendations to be Revisited?
	Some 6/6/06 Recommendations to be Revisited?
	Slide Number 12
	Slide Number 13
	Slide Number 14
	Slide Number 15
	Objectives
	Institutes and Centers Heavily Involved in GWA Studies
	Institutes and Centers Heavily Involved in GWA Studies
	Topics to be Addressed Today
	Things We’d Like to Do in the Next 9 Hours
	Things We WON’T Do in the Next 9 Hours
	Slide Number 22
	Slide Number 23

