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Variants of Uncertain Significance

Using somatic variants and RNA-seq data from 9,635 patients across 32 The
Cancer Genome Atlas (TCGA) projects, we identified 646 exonic splicing enhancer (ESE)-disrupting
variants. Existing bioinformatics tools could not predict the pathogenicity of ESE-disrupting
variants identified in this study, although these variants could cause exon skipping.
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BEIBERENA ACC 79 538 0 0
BEMIES & OShRERE PCPG 179 336 2 0.60
EEA A CHOL 36 308 2 0.65
BRI B AN A BLCA 408 5,084 27 0.53
TUXT TR P =7 GBM 154 4,600 21 0.46
A—7L—F/UA—% LGG 516 2,228 5 0.22
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REHL A ESCA 182 2,638 11 0.42
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B RIEMR KICH 66 258 1 0.39
RN A KIRC 531 1,227 5 0.41
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total 9,635 156,794 646 0.41
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