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Figure S1. Prognostic genes in low and high-risk patients in the discovery cohort. 
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Predicted Disease Recurrence Risk in Uehara et al. OCCC (samples n = 25) [1]. 

 

 

Figure S2. Predicted risk groups in the validation datasets. 
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Figure S3. Differential gene expression in ARID1A mutant versus wild-type tumours. 

 

Figure S4. Correlation between Salgado scores and CD8 counts. 
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