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Supplementary Figure 3. Signature analysis and representation of somatic alterations of the two tumors of
case 1.

A) Case 1 tree representing the total number of somatic SNVs and indels detected across the tumor samples. In
Figure 1B the same tree, but only with the numbers of supporting SNVs is shown. This is because the calling of SNVs
is less noisy than that of indels. B) Mutational signatures fitted on clonal and subclonal SNVs in both case 1 tumors.
C) Circos plot representing all somatic alterations identified in tumors 1 and 2 of case 1. D) Mutational profile of clonal
and subclonal mutations of both tumors.



