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The second lecture on classification will deal with feature selection (filter and shrinkage
methods); classi- fication by Nearest Shrunken centroids (Tibshirani et al., 2002); model
selection and assessment (Hastie et al., 2001, ch.7); pitfalls in model selection (Simon et
al., 2003; Ambroise and McLachlan, 2002); and interpretation of results (Ein-Dor et al.,
2005).
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