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Figure S1. Correlation between the OnCompare and the Fisher’s exact test p-values, for the compar-
ison between the primary cohort and the HMF metastatic cohort and for the comparison between
the primary cohort and the ARM metastatic cohort. No prior correction for TMB or tumor purity
was performed nor were these factors taken as covariates.
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Figure S2. Comparison of the tumor purity (left) and tumor mutational burden (right) between the primary cohort (TCGA)
and the two metastatic cohorts (HMF and ARM). TMB is evaluated considering all somatic variants that mapped to the
regions sequenced by Armenia et al. [1] prior to applying any filtering.
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Figure S3. Comparison of the tumor mutational burden (right) between the primary cohort (TCGA)
with LN- and LN+ status.
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Figure S4. Histogram of the number of mutations per gene. Genes mutated in more than 5% of the
samples (left to the red vertical dashed line) are shown in the boxes. In blue are genes identified by
GoNetic and in gray are all the remaining genes mutated in the HMF cohort.
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Figure S5. Subnetworks identified by GoNetic (left panel: Oncoprint showing the degree to which mutations in genes
belonging to the same subnetwork display ME pattern, right panel: subnetwork representation).
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Figure S6. Correlation between OnCompare p-value with and without TMB correction when com-
paring the two metastatic cohorts to the primary cohort.
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Figure S7. Results of SomInaClust analysis on the genes prioritized by GoNetic on the HMF cohort.



