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Supplementary Figure 1

The most frequent phylogenetic tree based on sampling mutations accord-
ing to their detection power (276/1000 samples). At top is a dendrogram
where each split is labeled with the fraction of sampled trees containing an
equivalent split. Filled blue squares indicate the presence of a mutation in a
given biopsy. Mutations are labeled on the right hand column.
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Supplementary Figure 2
Allelic copy number profiles generated by ABSOLUTE (see Methods).
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