
Supplementary Figure 8: Proportion of MSAI segments for the Brastianos and Sottoriva datasets versus simulated data. We ran MEDICC2 to infer
the mutational events that occurred for each sample of the Brastianos and Sottoriva datasets, and used these events as input to a simple karyotype simulator.
The simulation uniformly chooses a haplotype to apply the event to, and uniformly samples the starting locus for segmental events. The available phylogeny
is then simulated, and the proportion of MSAI segments calculated (sum of MSAI segment lengths divided by sum of all segment lengths). Performing 350
simulations per sample, we generate the above violin plots in the same style as Fig. 5c. The star data-point is then the sample’s actual/observed MSAI
proportion. The corrected p-value of the one-sided right-tailed test is generated, and statistically significant observations are highlighted in blue.


