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Several methods have been developed for the genetic mapping of disease genes, the two
most important ones being linkage and association (linkage disequilibrium) analysis. The
latter is likely to gain more and more importance at the expense of the former. The
different methods will be compared but the focus will be on case-control association
studies. Questions of heterogeneity and potential solutions will be addressed. Finally,
methods for determining statistical significance (false positive rates, false discovery rates)
will be mentioned and a few recent examples of successful association studies will be
quoted.
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