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Supplementary Figure 1. The enrichment analysis of different expressed CXC chemokines and 50
most frequently altered neighboring genes in RCC (Metascape). (A) Bar graph of top 20 enriched
terms across different expressed CXC chemokines and 50 most frequently altered neighboring genes,
colored by p values. (B) Network of enriched terms, colored by cluster ID. (C, D and E) Protein-
protein interaction network and MCODE components identified in different expressed CXC
chemokines and 50 most frequently altered neighboring genes.



