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Diploid, Two-Sex, Wright-Fisher Model

Population size 2N; N males OO; N females OO; 4N genes.
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Diploid, Two-Sex, Wright-Fisher Model

;4N genes.

N females OO;

N males OO

Population size 2N
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Diploid, Two-Sex, Wright-Fisher Model

Population size 2N; N males OO; N females OO; 4N genes.
Convergence to the n-coalescent (Méhle [1998])

T1/4N ~ Exp(3), T2/4N ~ Exp(1); N large.
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Population Pedigree

Population Pedigree (Wakeley et al. [2012])

The set of all family relationships among members of the population for every

generation.
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SNP Data
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k-locus Meiosis Indicator
Si € {0, 1}k.

e.g. No interference (Allen and Darwiche [2008]) :
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Pedigree Censorship
Big Pedigree < High Complexity.

Deviations from the coalescent decreases the more distant the ancestry.
(Wakeley et al. [2012])

Recombination Model

m Independently segregating loci
m Non-interfering recombinations

m Positive interference

Founder Prior

m Uniform prior
m Linkage equilibrium
m Linkage disequilibrium
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