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A. True marginal trees (44 trees, 54 mutations)
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B. SINGER emission probabilities
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C. PSMC-like transition density P(t ′|s)
s = 500 gen
s = 2,000 gen
s = 5,000 gen
s = 15,000 gen

20000 30000 40000 50000 60000
Tree height (generations)

80000

100000

120000

140000

160000

180000

To
ta

l b
ra

nc
h 

le
ng

th

Mean height: 31,391 gen
Mean branch len: 107,022

D. Tree height vs branch length (true trees)

Demo: SINGER on msprime-simulated Data (8 haps, 54 sites)


