
Figure S1. k-Means enrichment representation of 4 different clusters analysed according to 
GO Biological Process. (A) Heatmap of the different clusters with the number of genes 
indicated for each. (B) Enriched pathways for each cluster are displayed along with the 
adjusted p-value. 

 



Figure S2. Specific Hif-1α pathway gene enrichment in mCCDcl1 cells. Significantly up- 
and down-regulated genes are indicated in red and blue, respectively. 

 



Figure S3. Venn diagrams of ChIP-seq analysis show strong binding of HIF-α/β along with 
ESRRA. Binding peaks positions of ESRRA in K562 were compared to HIF-α/β in (A) 
HepG2, (B) HKC8 and (C) RCC4 cell lines and the number of binding sites are indicated as 
well as the percentage of overlapping sites (with a margin error of 10%). 

 



 
Figure S4. UCSC Genome Browser output (hg19) of the SERPINE1 (PAI1) genomic 
region. HIF-1α, HIF-2α and HIF-β ChIP-seq data of hypoxic HKC-8, RCC4 and HepG2 
cell lines are indicated. For ESSRA, ChIP-seq data in normoxic A549 and K562 cell lines 
as well as additional cell lines from the ENCODE integrated regulation track are displayed. 

 



 
Uncropped immunoblots for figures 3G, 4A, and 5B. 

 


