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A.  Coalescence time distribution (n = 2)
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Theory: f(t) = e t
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B.  Site frequency spectrum (neutral coalescent)
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Simulated mean (500 trees)
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tree[1]=3tree[2]=4 tree[3]=4tree[4]=9 tree[5]=5tree[6]=14 tree[7]=2tree[8]=31

find(15)  index 6
Operations:
  update: O(log n)
  prefix sum: O(log n)
  find: O(log n)

C.  Fenwick tree: O(log n) prefix sums and search
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 = [TMRCA]
= 2Ne(1 1/n)

D.  Demographic effects on coalescence (n = 10)

msprime: Coalescent Simulation with Recombination


