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Supplementary Figure 18. SIDV design and results. (a) Schematic summarising the steps of the
custom computational pipeline employed for the identification and functional annotation of the SIDV
variants. (b) Summary of the sequencing statistics for the profiled samples. (c) Stacked bar plots
showing the anatomic site of the profiled relapse, split by center. (d) Box plot showing the
distribution of the overall mutational load per sample in the SID regions, as estimated in either the
non-coding COSMIC, or in our cohort (separately for primary and metastatic samples). The
companion scatterplot shows the correlation beetween the genome-wide estitate of mutational
burden and the same estimate using only the mutations identified in SID regions, considering the
WGS data available in the non-coding COSMIC. The statistics and statistical significance of this
linear correlation is indicated on top of the plot. (e-f) Scatterplots showing the relationship between
the number of somatic mutations detected per sample, and the indicated variables. For
visualization purpose, least square regression models were trained separately for primary and
metastatic samples. For quantifying the relationships, Spearman’s correlation coefficients (SCC)
are indicated on top of the plots, along with the corresponding p-values.



