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Abstract:

I discuss two methods of model selection for change-point like problems, especially those arising
in genetic linkage analysis. The first is a method that selects the model with the smallest p-
value, while the second is a modification of the Bayes Information Criterion (BIC). The
methods are compared theoretically and on examples from the literature. For these examples,
they are roughly comparable although the p-value based method is somewhat more liberal in
selecting a multi-parameter model.
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