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DOI: 10.1111/j.1541-0420.2009.01270.x
[PMID: 19459835].

206. RoyChoudhury, A., Felsenstein, J., and Thompson, E. A. (2008) A two-stage pruning algo-
rithm for likelihood computation for a population tree. Genetics: 180: 1095--1105. [PMID:
18780754]

204. Basu, S, Di, Y., and Thompson, E. A. (2008) Exact trait-model-free tests for linkage detec-
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Biometrika 90: 49--60.
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sis arising from map misspecification. Genetic Epidemiology 19, 366--380. [PMID: 11108646
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(Also, Technical report No. 331, Department of Statistics, University of Washington)
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gene effects for age of onset. Genetic Epidemiology 15, 279--298.
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assessed by microsatellite DNA markers and field data. American Naturalist 151, 7--19.
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146. Thompson, E. A. (1998). Inferring gene ancestry: estimating gene descent. International
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47, 143-152. [PMID: 6881911]
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46. Thompson, E.A. (1981). Pedigree analysis of Hodgkin’s disease in a Newfoundland genealogy.
Ann. Hum. Genet. 45, 279-292. [PMID: 7305282]

45. Thompson, E.A. (1981). Optimal sampling for pedigree analysis: sequential schemes for sib-
ships. Biometrics 37, 313-325. [PMID: 7272417]
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42. Parker, G.A. and Thompson E.A. (1980). Dung fly struggles: a test of the war of attrition.
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38. Thompson, E.A. and Roberts, D.F. (1980). Kinship structure and heterozygosity on Tristan
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32. Thompson, E.A. (1979). Fission models of population variability. Genetics 93, 479-495.
[PMID: 535728]

31. Thompson, E.A. (1979). Genealogical structure and correlations in gene extinction. Theor.
Pop. Biol. 16, 191-222. [PMID: 538734]
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Hum. Genet. 42, 239−253. [PMID: 727715]
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26. Thompson, E.A. (1978). The number of ancestral haplotypes contributing to a sample of B8
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grees. Clin. Genet. 12, 208−212. [PMID: PMID: 334399]
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14. Thompson, E.A. (1976). Estimation of the age and rate of increase of rare variants. Amer. J.
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2. Thompson, E.A. (1972). The likelihood for multinomial proportions under stereographic pro-
jection. Biometrics 28, 618−620.

1. Thompson, E.A. (1972). Rates of change of world ABO blood-group frequencies. Ann. Hum.
Genet. 35, 357-361.

Computing Technical Reports, Theses, etc

205. Thompson, E. A. (2008) Analysis of data on related individuals through inference of identity
by descent. Technical report No. 539, Department of Statistics, University of Washington.

198. Fu, A. Q. and Thompson, E. A. (2007) Inference of identity by descent in sib pairs: Analysis
with and without linkage disequilibrium. Technical report No. 519, Department of Statis-
tics, University of Washington.

172. Basu, S. and Thompson, E. A. (2002) A study of an allele sharing statistics on extended
pedigrees. Technical report No. 413, Department of Statistics, University of Washington.

171. Stewart, W. C. L., George, A. W. and Thompson, E. A. (2002) Using Markov chain Monte
Carlo for multipoint linkage analysis: Improved estimates of lod scores. Technical report No.
412, Department of Statistics, University of Washington.

133. Thompson, E. A. (1995) Inference of the conditional independence structure of dependent
binary data. In: Proceedings of Phylogeny Workshop S. Tavare ed. DIMACS Technical
Report 95-48. Pp 58--61.

132. Thompson, E. A. (1995). Monte Carlo in Genetic Analysis. Technical report No. 294,
Department of Statistics, University of Washington.

121. Wilson, C. C. and Thompson, E.A. (1994). Inference of the Askania Nova Przewalski’s
horse pedigree. Technical report No. 271, Department of Statistics, University of Washing-
ton.

119. Thompson, E.A. (1994). Monte Carlo programs for Pedigree Analysis. Technical report No.
267, Department of Statistics, University of Washington.

115. Geyer, C. J. and Thompson, E. A. (1993). Annealing Markov chain Monte Carlo, with appli-
cations to pedigree analysis. Technical Report No. 589, School of Statistics, University of
Minnesota.

113. Thompson, E. A. (1993). Sampling and ascertainment in genetic epidemiology; a tutorial
review. Technical report No. 243, Department of Statistics, University of Washington.

107. Guo, Sun Wei and Thompson, E. A. (1992). Two papers on the Monte Carlo estimation of
models for complex genetic traits. Technical report No. 229, Department of Statistics, Uni-
versity of Washington.

101. Thompson, E. A. and Wijsman E. M. (1990). The Gibbs sampler on extended pedigrees:
Monte Carlo methods for the genetic analysis of complex traits. Technical report No. 193,
Department of Statistics, University of Washington.

93. Guo, S-W and Thompson, E. A. (1989). Analysis of sparse contingency tables: Monte Carlo
estimation of exact P-values. Technical report No. 187, Department of Statistics, University
of Washington.

89. Thompson, E.A. and Shaw, R.G. (1988). Pedigree analysis of quantitative traits; variance
components without matrix inversion. Technical report No. 154, Department of Statistics,
University of Washington.

86. Raftery, A., Smith, P.J. and Thompson, E.A. (1988). "How many ----?" Technical report
No. 119, Department of Statistics, University of Washington.

85. Thompson, E.A. (1988). GENEX -- an expert system for genetic analysis. A technical reports
of DMS Systems Inc., Salt Lake City, Utah.
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71. Thompson, E.A. (1986). Genetic analyses of complex genealogies: outline of programs. Tech-
nical Report No. 21, Genetic Epidemiology, Department of Medical Informatics, University
of Utah.

41. Thompson, E.A. (1980). Recursive routines for computations on pedigrees. Technical Report
No. 17, Department of Medical Biophysics and Computing, University of Utah.

21. Thompson, E.A. (1977). Peeling programs for pedigrees of arbitrary complexity. March, 1977.
Technical Report No. 6, Department of Medical Biophysics & Computing, University of
Utah.

18. Thompson, E.A. (1976). Peeling programs for zero-loop pedigrees. December, 1976. Techni-
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0. Thompson, E. A. (1972). The Reconstruction of Human History; Likelihood Inference in a
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Invited book chapters and conference papers

210. Marchani, E.E., Di, Y., Choi, Y., Cheung, C., Su, M., Boehm, F., Thompson, E.A., and
Wijsman, E.M. (2009) Contrasting IBD estimators, association studies, and linkage analyses
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