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Before GWAS: pedigree analysis
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Ability to taste the chemical PTC
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From: Human Pedigree Analysis (1999)



Pedigree charts

Hemophilia in the royal family
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Fig. 41.11. Pedigree of Queen Victoria to {liustrate the transmission of haemophilia



Hemophilia
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This pedigree chart of the English Royal Family gives us a
picture of the inheritance of this X-linked disorder.
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Problems with Linkage Studies

- Sample size is almost always too small

- Might only pick up one type of correlated variant
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Linkage Within A Family Linkage Disequilibrium Within A Population
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Linkage Within A Family
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Indirect Association

IO TS T - chromosome

Region of High Linkage
Disequilibrium

A -
Disease Risk Genotyped SNP
SNP

PLoS Comp Bio: Chapter 11: Genome-Wide Association Studies



