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Supplementary Figure Legends 
Figure legends 

Supp. Figure 1. Family-wide analyses of transcription factors (TFs), coactivators 
(COAS), corepressors (CORS) and mixed function coregulators (MIXED) in PCa 
cohorts. Bootstrapping permutation approach was used to test if observed family-wide 

changes were more than predicted by chance.  The heatmap (A) shows CORS 

expression in the TCGA cohort, indicating the genes are commonly down-regulated. To 

test CORS down-regulation we identified the proportion of these genes altered by > 2 Z-

scores (vertical dashed red line, A, right panel) and compared this to the proportion of 

all gene families down-regulated in sets of the same size (green histogram); a similar 

analyses was applied to the up-regulated genes (red histogram). The observed proportion 

of CORS down-regulated by > 2 Z-scores was significantly more (and hence, to the right) 

than the estimated proportion of down-regulated groups of the same size and randomly 

sampled (p=1e-05).  The CNA data and normalized exome mutation rate were treated in 

the same manner. Positive controls included gene groups known to be significantly 

altered by expression (nuclear hormone receptor (NR) down-regulation; HOX family 

(HOX)(61) up-regulation), mutation (Cosmic_mutant) (B)  

Supp. Figure 2.  Correlation of mRNA and protein expression of transcription 
factors (TFs), coactivators (COAS), corepressors (CORS) and mixed function 
coregulators (MIXED) in PCa cohorts. Correlation between RNA (TCGA or SU2C) and 

protein (OICR) when considering RNA transcripts for detected proteins.   

Supp. Figure 3. Identification of commonly altered transcription factors (TFs), 
coactivators (COAS), corepressors (CORS) and mixed function coregulators 
(MIXED) in the OICR cohort. Proteins commonly altered in OICR cohorts were identified 

and visualized as heatmaps 

Supp. Figure 4. Enrichment of transcription factors in LNCaP cells with stable 

knockdown of PGC1a. LISA cistrome analyses of the PGC1a-dependent genes 

revealed that the top 50 transcription factors associated with these DEGs  



Supp. Figure 5. Gene set enrichment analyses of PGC1a dependent RNA-Seq. Top 

eight positive and negative significant (FDR < .1) normalized enrichment scores (NES) in 

four gene set categories; Hallmarks, Curated, GO and Reactome sets. 

Supp. Figure 6. Cumulative correlation of PGC1a and target genes. Cumulative 

correlation plots revealed that the empirical correlation between the expression of 

PPARGC1A and genes regulated by PPARGC1A shRNA (green symbol, KS test; p<1e-

9) and genes directly bound by PGC1a (purple symbol, KS test; p<1e-9).  

Supp. Figure 7. Expression of PPARGC1A in prostate cancer cell lines. PPARGC1A 

in a PCa cell lines in the Broad Cancer Cell Line Encyclopedia  
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