A) TCGA data

Breast Carcinoma (BRCA)

Ovarian Carcinoma (OV)

Endometrial Carcinoma (UCEC)

C) Prediction of cancer genes
among ERGs

3 DNMTs
18 HATSs
18 HDACs
58 HMTs
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Mutation Expression Copy Number
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Train predictors using features
of kKnown cancer genes and
apply predictors to all ERGs
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Calculate genomic features
for each human gene
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B) Genomic profile of a gene

Mutation

- mutation selection score

- HiFl / LoFl
- splice / LoFl
- LOF / LoFl

- HiF1 / silent
- LoFl / silent

- splice / silent
- LOF / silent

- HiFIl / benign
- LoFI / benign
- splice / benign
- LOF / benign

EXxpression

- HiFI / total
- LoF1 / total

- splice / total
- LOF / total

- (non-syn. mutations / N) / c°

- (missense mutations / N) / ¢

- (HiFI mutations / N) / c°

- (LoFI mutations / N) / c¢
splice mutations / N) / ¢

- (
- (LOF mutations / N) / c°
- (

total mutations / N) / ¢
d=1, 2, 3,4

N : number of samples
C . coding sequence length

- differential expression score (based on p-value)
- differential expression score (based on fold change)

Copy Number

- Proportion of samples with copy number amplificiations
- Proportion of samples with copy number deletions

Definitions
Mutation selection score

HiFIl/LoF| missense mutations

Benign mutations
LOF (loss of function) mutations

Features in red: selected for OG prediction
Features in blue: selected for TSG prediction

reflects the occurence of mutation
hot spots within one gene

missense mutations with high/low
functional impact on protein function
silent + LoF| missense mutations
nonsense + frameshift mutations



