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Supplementary Information
SS1: Rank-sum test results table

Table Depth. Rank-sum test of weighted average node depth.
	Number of Levels Used
	1-sided P-value of test on weighted-average level

	5
	0.067

	6
	0.018

	7
	0.011

	8
	0.011

	9
	0.018

	10
	0.018

	11
	0.037

	12
	0.037










SS2: Prostate cancer tumor progression tree images
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Figure SF1: Phylogenetic tree showing progression of prostate cancer patient 1 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF2: Phylogenetic tree showing progression of prostate cancer patient 2 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF3: Phylogenetic tree showing progression of prostate cancer patient 3 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF4: Phylogenetic tree showing progression of prostate cancer patient 4 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF5: Phylogenetic tree showing progression of prostate cancer patient 5 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF6: Phylogenetic tree showing progression of prostate cancer patient 6 with non-progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF7: Phylogenetic tree showing progression of prostate cancer patient 7 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF8: Phylogenetic tree showing progression of prostate cancer patient 8 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF9: Phylogenetic tree showing progression of prostate cancer patient 9 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF10: Phylogenetic tree showing progression of prostate cancer patient 10 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF11: Phylogenetic tree showing progression of prostate cancer patient 11 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF12: Phylogenetic tree showing progression of prostate cancer patient 12 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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Figure SF13: Phylogenetic tree showing progression of prostate cancer patient 13 with progressive disease. The ploidyless heuristic approach implemented in FISHtrees software is used for building the tree, based on collected single cell-copy number data. Each node in the trees represents a copy number profile of the seven gene probes TBL1XR1, CTTNBP2, MYC, PTEN, MEN1, PDGFB and ERG. Cells present in the collected samples are represented using nodes with solid borders in the tree, while the inferred Steiner nodes are represented using nodes with dotted borders. The weight on each node describes the fraction of cells in the sample with the particular copy number profile modeled by that node; Steiner nodes are assigned weight 0. Green and red edges model gene gain and gene loss respectively. The weight value on each edge connecting two nodes x and y is the rectilinear distance between the states of x and y. 
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