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Figure S1. Gene set enrichment analysis of Sp target genes in prostate cancer. Correlation of
tested gene sets was assessed by maximum enrichment score (ES) and the significance was
assessed using permutation testing. (A) Enrichment of genes with predicted Sp1 binding site in
the promoter region among genes differentially expressed in prostate cancer vs. normal prostate
(“c” vs. “n”). (B) Enrichment of genes down-regulated by MTM-SDK among genes over-

expressed in prostate cancer compared to normal prostate (“c” vs. “n”).



