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Supplementary Table S1: Average number of
SNV assignment error per clone

Dataset
Method G12 G7 P10 MA
CloneFinder 0% 2% 3% 4%
MACHINA 2% 4% 3% 3%
TreeOmics 1% 6% 4% 5%
LICHeE 2% 10% 3% 4%
MixPhy 11% 8% 6% 6%
PhyloWwGS 9% 6% 5% 5%
Cloe 7% 1% 4% -
CITUP 11% 5% 7% -
BayClone2 8% 8% 7% -
Clomial - 9% 8% -
Canopy 15% 9% - -
cloneHD 16% 13% 13% -
AncesTree 17% 25% 20% -
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Figure S3: Predicted clone phylogenies on G7 datasets. The average proportion of SNV assignment
errors per clone was computed for each dataset. For each method, we selected a dataset that showed
the most similar SNV assignment error to that of the average across the G7 datasets. For MACHINA, the
selected dataset produced eight different solutions, and we showed all of them (b-i). See Figure 1 for
the color code for each clone and correct topology of the phylogeny.
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Figure S4: An inferred phylogeny of MixPhy for a G12 dataset.
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Figure S5: True and predicted clone phylogenies of a P10 dataset. This dataset contained six ancestral

clones (a), and many of these ancestral clones were not identified by these clone prediction methods (b-
h).
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Figure S6: True and predicted clone phylogenies of a MA dataset. This dataset contained four metastatic
tumors that arose with polyclonal seeding events (i). In total, there were six metastatic tumors (M1-M6;
one section per tumor) and two sections from the primary tumor. In the true clone phylogeny, clones
were colored based on the tumor sites that contained them (a). For the predicted clone phylogenies, we
annotated each clone (b-h). Colors were corresponded to those in the true phylogeny. MACHINA
produced 870 solutions for this dataset and we selected the best and worst solutions based on the
number of SNV assignment errors per clone.
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Figure S7: The numbers of true concurrent, sequential, and parallel mutation pairs within a dataset.
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Figure S8: The numbers of solutions that MACHINA produced within a 10 second. Linear, step, and
constant datasets from TG datasets were used.



