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in Computer Science, Vol. 2983, Pp. 74--83.

185. Thompson, E. A. (2004) The importance of Why?. Discussion contribution to Hamada and Sitter:
Statistical Research; Some advice for beginners. American Statistician 58: 198.

183. George, A. W., Basu, S., Li, N., Rothstein, J.H., Sieberts, S. K., Stewart W., Wijsman, E.M., and
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659--666. [PMID: 10985200]
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University Press; New York.

95. Walters, E. and Thompson, E.A. (1989). Mapping rare recessives from data on affected individuals: a
comparative analysis. In Multipoint Mapping and Linkage based on Affected Pedigree Members: Ge-
netic Analysis Workshop 6. Elston, R.C., Spence, M.A., Hodge, S.E., and MacCluer, J.W. (eds.)
Pp. 213-218. Alan R. Liss Inc,; New York.
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