
Fig 1a. SV Impact Score Analysis
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Fig 1b. Confusion Matrix of the Random Forest (Full Model)
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Fig 2. Distribution of SVIS versus SV length for different classes (Full Model)
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Fig 3. Cancer census gene-set enrichment (<100kb SVs) (Restricted Model)
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Fig 4. Conservation (Restricted Model)
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Fig 5. Gene expression data (Cancer Census Only) (Restricted Model)
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Fig 6. 1000 Genomes Allele Frequencies (Full Model)
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Fig 7. Distribution of SVIS among different cancers (Deletions)
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Fig 8. Distribution of SVIS among different cancers (Duplications)
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Fig 9. Distribution of SVIS among meta-cohorts cancers (Deletions)
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Fig 10. Distribution of SVIS among meta-cohorts cancers (Duplications)
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