Bibliography

Cannings C, Thompson EA, Skolnick MH (1978) Probability functions on complex pedigrees. Advances of Applied Probability 10:26–61 — (1980) Pedigree analysis of complex models. In J Mielke, M Crawford, eds., Current Developments in Anthropological Genetics, 251–298. Plenum Press, New York Ceppelini R, Siniscalco M, Smith CAB (1955) The estimation of gene frequencies in a random mating population. Annals of Human Genetics 20:97–115 Cotterman CW (1974) A Calculus for Statistico-Genetics. Ph.D. Thesis 1940. Ohio State University. In PA Ballonoff, ed., Genetics and Social Structure. Academic Press, New York Dempster AP, Laird NM, Rubin DB (1977) Maximum likelihood from incomplete data via the EM algorithm (with Discussion). Journal of the Royal Statistical Society B 39:1–37 Denniston C (1975) Probability and genetic relationship: two loci. Annals of Human Genetics 39:89–104 Edwards AWF (1967) Automatic construction of genealogies from phenotypic information (AUTOKIN).

Bulletin of the European Society of Human Genetics 1:42–43 Elston RC, Stewart J (1971) A general model for the analysis of pedigree data. Human Heredity 21:523–542 Fisher RA (1922) The systematic location of genes by means of crossover observations. American Naturalist 56:406–411 — (1948) A quantitative theory of genetic recombination and chiasma formation. Biometrics 4:1–13.

Recombination fraction ¿ 50mouse data Geman S, Geman D (1984) Stochastic Relaxation, Gibbs Distributions, and the Bayesian Restoration of Images. IEEE Transactions on Pattern Analysis and Machine Intelligence 6:721–741 Geyer CJ (1991) Reweighting Monte Carlo Mixtures. Technical Report 568, School of Statistics, Univ.

of Minn — (1992) Practical Markov chain Monte Carlo (with discussion). Statistical Science 7:473–511 Guo SW, Thompson EA (1992) A Monte Carlo method for combined segregation and linkage analysis.

American Journal of Human Genetics 51:1111–1126 — (1994) Monte Carlo estimation of mixed models for large complex pedigrees. Biometrics 50:417–432 Haldane JBS (1919) The combination of linkage values and the calculation of distances between the loci of linked factors. Journal of Genetics 8:229–309 37

Hammersley JM, Handscomb DC (1964) Monte Carlo Methods. Methuen and Co., London Hastings WK (1970) Monte Carlo sampling methods using Markov chains and their applications.

Biometrika 57:97–109 Heuch I, Li FMH (1972) PEDIG—A computer program for calculation of genotype probabilities, using phenotypic information. Clinical Genetics 3:501–504 Hilden J (1970) GENEX—An algebraic approach to pedigree probability calculus. Clinical Genetics 1:319–348 Hulten M, Lawrie NM, Laurie DA (1990) Chiasma-based genetic map of chromosome 21. American Journal of Medical Genetics Suppl. 7:148–154. Experimental results on male recombination events Irwin M, Cox N, Kong A (1994) Sequential imputation for multilocus linkage analysis. Proceedings of the National Academy of Sciences USA 91:11684–11688 Karigl G (1981) A recursive algorithm for the calculation of gene identity coefficients. Annals of Human Genetics 45:299–305 Kosambi DD (1944) The estimation of map distances from recombination values. Annals of Eugenics 12:172–175 Lander ES, Green P (1987) Construction of multilocus genetic linkage maps in humans. Proceedings of the National Academy of Sciences USA 84:2363–2367 Lange K (1997) Mathematical and Statistical Methods for Genetic Analysis. Statistics for Biology and Health. Springer Verlag, New York Liberman U, Karlin S (1984) Theoretical models of genetic map functions. Theoretical Population Biology 25:331–346 Lin S, Speed TP (1996) Incorporating crossover interference into pedigree analysis using the χ^2 model.

Human Heredity 46:315–322 MacCluer JW, VandeBerg JL, Read B, Ryder OA (1986) Pedigree Analysis by Computer Simulation.

Zoo Biology 5:147–160 Mather K (1938) Crossing-over. Biological Reviews of the Cambridge Philosophical Society 13:252–292 Mendel G (1866) Experiments in Plant Hybridisation. In JH Bennett, ed., English translation and commentary by R. A. Fisher. Oliver and Boyd, Edinburgh, 1965 Metropolis N, Rosenbluth AW, Rosenbluth MN, Teller AH, Teller E (1953) Equations of state calculations by fast computing machines. Journal of Chemical Physics 21:1087–1092 Ott J (1979) Maximum likelihood estimation by counting methods under polygenic and mixed models in human pedigrees. American Journal of Human Genetics 31:161–175 Sobel E, Lange K (1996) Descent graphs in pedigree analysis: Applications to haplotyping, location scores, and marker-sharing statistics. American Journal of Human Genetics 58:1323–1337 Speed T (1996) What is a genetic map function? In T Speed, MS Waterman, eds., Genetic Mapping and DNA Sequencing, vol. 81 of IMA Volumes in Mathematics and its Applications, 65–88. Springer- Verlag, New York

Sturt E (1976) A mapping function for human chromosomes. Annals of Human Genetics 40:147–163 Thompson EA (1974) Gene identities and multiple relationships. Biometrics 30:667–680 — (1986) Pedigree Analysis in Human Genetics. Johns Hopkins University Press, Baltimore — (1988) Two-locus and three-locus gene identity by descent in pedigrees. IMA Journal of Mathematics Applied in Medicine Biology 5:261–280 — (1994) Monte Carlo estimation of multilocus autozygosity probabilities. In J Sall, A Lehman, eds., Proceedings of the 1994 Interface conference, 498–506. Fairfax Station, VA Thompson EA, Guo SW (1991) Evaluation of likelihood ratios for complex genetic models. IMA Journal of Mathematics Applied in Medicine Biology 8:149–169 Thompson EA, Heath SC (1998) Estimation of conditional multilocus gene identity among relatives.

IMS Lecture Note Series In Press Thompson EA, Kravitz K, Hill J, Skolnick MH (1978) Linkage and the power of a pedigree structure.

In NE Morton, ed., Genetic Epidemiology, 247–253. Acedemic Press, New York Thompson EA, Shaw RG (1990) Pedigree analysis for quantitative traits: Variance components without matrix inversion. Biometrics 46:399–414 — (1992) Estimating polygenic models for multivariate data on large pedigrees. Genetics 131:971–978 Weeks DE, Lathrop GM, Ott J (1993) Multipoint mapping under genetic interference. Human Heredity 43:86–97 Weinstein A (1936) The theory of multiple-strand crossing over. Genetics 21:155–199. Seminal paper defining interference, crossover patterns and recombination patterns Wright S (1922) Coefficients of inbreeding and relationship. American Naturalist 56:330–338 Wright S, McPhee HC (1925) An approximate method of calculating coefficients of inbreeding and relationship from livestock pedigrees. Journal of Agricultural Research 31:377–383 Zhao H, Speed TP, McPeek MS (1995) Statistical analysis of crossover interference using the chi-square model. Genetics 139:1045–1056