
 

Additional Figure 3. Functional annotations of cell-specific STAT binding sites. 

The GREAT program assigned biological meaning to the identified STAT binding 

sites using the known or predicted function of genes based on available gene 

ontology databases. Significantly associated functions of genes around top 1000 

STAT binding sites (sorted by peak height) were inferred. (A) STAT3 binding sites in 

ES cells with LIF. (B) STAT5 binding sites in female liver with GH. (C) STAT5 binding 

sites in T cells with IL-2. (D) Overexpressed STAT5 binding sites in Stat5-/- MEFs with 

GH. (E) STAT5 binding sites in 3T3-L1 cells with adipogenic inducers. (F) STAT1 

binding sites in macrophage with IFNγ. P-value - binomial bonferroni P-value. 
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