Objectives of Symposium
• To identify common, critical issues that have
been encountered in applying genomic
technologies to population studies at NIH and
creative approaches to`solving them;
• To develop approaches for prioritizing and
conducting population studies using`genomic
technologies for use by individual ICs as desired
• To identify new tools for genomics,
categorization of phenotypes, and database
standardization required for genome-wide
association and sequence-based studies.

Panel Topics
• Panel 1: Challenges of keeping pace with
evolving genotyping and sequencing
techhnology
• Panel 2: Towards common bioinformatic and
analytical platforms
• Panel 3: Requirements for informed consent
and institutional approvals

Panel Topics
• Panel 4: Promoting inter-IC collaborations and
making the most of available population
studies
• Panel 5: Prioritizing studies for whole genome
association genotyping
• Panel 6: Proposed mechanisms for funding
collaborative genomic projects that capitalize
on existing studies
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Symposium Outcome
• Recommendations to the various ICs for
issues to consider in soliciting, funding, and
implementing these studies
– Shared experience and guidelines, not
proscriptions
– Capable of updating and evolution
• Recommendations for new genomic tools
needed for population studies and approaches
for facilitating their use

Post-Symposium Next Steps?
• Consultation with scientific community on
symposium recommendations, within individual
ICs or jointly
• Development of multi-IC solicitations and
programs for adding genomic technologies to
existing studies
• Establishment of shared information resources
such as consent models, technology evaluations
• Development of new technologies needed to
further population-based genomic research

