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P}GCAT GCAT Cohortstudy of the Genomesof Catalonia

Genomes for Life

ExperimentaDesign AGenomidPopulatiorgbasedCohort

Analyze genomics and health interplay in the next 20 years

Analyze personal genome linked to Electronic Health Registers

Case-control study Cohort study
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Genomicss a personal matter

From Population Genomics to Personal
GenomicsPrecision Medicine

1000 Genomes Project

Defining Genetic Variatior i Peog:
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Genomes for Life

Main Objectives

AStudy thegenetic and environmental factothat lead to the appearance of
chronic illnesses

AlmplementPredictive Model$or common disorders and drug treatments
ADevelopPreventive Actionfor common diseases

AlmplementPersonal Genomida Clinical Settings
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Genomes for Life

Cohortstudy of the Genomesof Catalonia

V Population40-65
V Commontraits
V Omiccohort

V Followup
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GCAT COHORT DESIGN

Baseline > Followup
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%GCAT

Genomes for Life

V Centralized model
1 Central Laboratory
1 Calling recruitment center
600 calls / week
11 Recruitment centers
2-3 recruitment points per center

VVolunteers
18.000 participants

V Biological material repository
288.000 aliguots stored
36.000 DNA aliquots
72.000 Serum aliquots
72.000 Plasma aliquots
72.000 White cells aliquots
36.000 Red cells aliquots

V Health database
350 baseline variables

GCAT Cohor

GCAT
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P}GCAT Sensitive data confidentiality

Genomes for Life

Interactionswith NationalHealthServiceEntities
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P}GCAT Partnership

Genomes for Life
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