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Figure S4: Comparison of specificity for identifying normal regions in simulated tumor
samples.

Specificity is calculated by using the unaltered region in simulated tumor SNP arrays, and results
are illustrated for comparing the performance in identifying non-aberration regions with respect to

increasing normal cell contamination levels. Different lines correspond to the accuracies for
GIANT (blue), ASCAT (red) and OncoSNP (yellow).



