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SUPPLEMENTAL FIGURES: 

 

 

Supplemental Figure 1: DIGE analytical gel image overlays for the four biological replicates (gel A is the 
representative gel shown in Figure 2). 

  



 



 



 



 

 

Supplemental Figure 2 (four pages): 

Analysis of the regions spanning -/+5Kb around the transcriptional start site of the genes listed in Figure 4b. 

In K562 cells, according to ENCODE ChIPseq datasets, all genes contain sites bound by both SOX6 and 
GATA1 within 1Kb. The comparison with human hepatocellular carcinoma HepG2 cells (expressing SOX6 
but not GATA1) shows that 21/43 SOX6 peaks are K562-specific, 13/43 are common to both cell lines and 
9/43 are HepG2-specific (within the same -/+5Kb regions, SOX6 peaks in K562 cells are present but map at 
different positions). 

UCSC tracks are in the following order: two SOX6-ChIPseq replicates in K562 cells (ENCSR788RSW); two 
SOX6-ChIPseq replicates in HepG2 cells (ENCSR543BVU); GATA1-ChIPseq in K562 cells (ENCSR000EFT); 
POL2- (ENCSR000EHL), H3K27Ac- (ENCSR000AKP), H3K4me3- (ENCSR000AKU) and H3K4me1- 
(ENCSR000AKS) ChIPseq in K562 cells. Blocks in the bottom line correspond to the one hundred vertebrates 
base-wise conservation by PhyloP. Larger panels are available upon request. 


