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S3 Figure. Number of IBD segments between pairs of individuals versus total length of
shared IBD segments. 22 chromosomes of realistic lengths, simulated under Wright-Fisher model (top)
and coalescent (bottom), compared to the analytical expectation under Egs (1) and (2) of S3 Appendix.
Effective population size 10,000, sample size A) 5000, B) 2500, C) 1000, D) 500. Minimum IBD segment
length of 1 centimorgan.
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