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Genetic Architecture of Cancer Risk
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Figure 1. Genetic architecture of cancer risk. This graph depicts the
general finding of a low relative risk associated with common,
low-penetrance genetic variants, such as single-nucleotide
polymorphisms identified in genome-wide association studies, and a
higher relative risk associated with rare, high-penetrance genetic variants,
such as mutations in the BRCAT/ BRCA2 genes associated with hereditary
breast and ovarian cancer and the mismatch repair genes associated with
Lynch syndrome. TEST CAPTION IN SUMMARY DOC Adapted from [1].





