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Supporting Tables

m 100 200 400 800 1600 3200 6400 12800 22000
q = 0.02 51.8 93.4 185.4 357.8 722.7 1409.3 2826.6 5663.4 9698.4

q = 0.0001 24.2 34.9 54 88.1 169.1 312.9 617.2 1236 2108.4

Table S1: Average number of genes input to Multi-Dendrix across 100 simulated datasets. We use a
minimum threshold of nq, the expected number of n total samples with a mutation. We report the values
for different number m of genes and the lowest and (q = 0.0001) highest (q = 0.02) passenger mutation
probabilities. On all simulated datasets, Multi-Dendrix’s average runtime is < 1 hour.
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