What is the genetic architecture of a
cardiovascular disease?

Phenotype page

Top common variant gene-level associations for Atrial fibrillation

Is there human genetic evidence for a role
of a gene in cardiovascular diseases?

Region page

Diastolic blood pressure Variant Associations
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Effector gene lists

What are the expert-predicted causal
genes for a cardiovascular disease?

How can | explore all available genetic
and genomic data to prioritize genes in
a region?

Variant Sifter

CARDIoGRAMplusC4D CAD effector gene predictions (Aragam et al., 2022)

LDL genetic associations
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