


Supplementary Figure 1: The Pathway analysis usage of cytoscape ClueGO plugin (https://cytoscape.org/) (1,2).

The ClueGO plugin visualize to identify enriched pathways amongst all statistically significant proteins. Nodes containing proteins from

related KEGG terms are colored the same. The crosslink figure of pathways using ClueGO indicate several genes such as MAGE-A6 and

MAGE-A11 are interconnected to BC samples. This bladder cancer related network genes were designed based on TCGA dataset”.
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