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G0:0007420: brain development

G0:0051962: positive regulation of nervous system development

G0:0048839: inner ear development

G0:0040008: regulation of growth

G0:00443269: regulation of ion transport

G0:0008015: blood circulation

G0:0001655: urogenital system development

G0:0007610: behavior

GO0:0051347: positive regulation of transferase activity

G0:0007169: transmembrane receptor protein tyrosine kinase signaling pathway
hsa04390: Hippo signaling pathway

G0:0048514: blood vessel morphogenesis

GO0:1905114: cell surface receptor signaling pathway involved in cell-cell signaling
G0:0099537: trans-synaptic signaling

G0:0007507: heart development

G0:0050808: synapse organization

hsa05200: Pathways in cancer

G0:0043491: protein kinase B signaling

G0:0050673: epithelial cell proliferation

R-HSA-112316: Neuronal System
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Figure S7. Prediction of OS, PFS, and DSS possibilities by Overlaop66, Overlap21, and Overlap21plus. (A)
Network connection of individual enriched terms within individual clusters (see Fig. 4a, Additional file 10: Table
S4 for details). (B) The predictions of OS, PFS, and DSS possibility using Overlap66, Overlap21, and
Overlap2Iplus risk scores. UV and MV: univariate and multivariate Cox analysis, HR: hazard ratio, and CI:
confidence interval. (C) The number of overlapping genes between primary (patient) pPRCC-derived DEGs and
DEGs obtained from xenografts at fold change > |1.9].
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