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Figure S2: ChIP-chip enrichment profiles at TSS of Gencode genes
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Figure S3: ENCODE enhancer verification
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Figure S4 - ENCODE ES enhancer verification
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genes ranked as a function of Shannon entropy
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Figure S6

CTCF enrichment data in IMR90
cells at CTCF binding sites from
IMR90, HelLa and CD4+ T cells
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FigureS7

Luciferase Activity (A.U.)

Functional activity of predicted enhancers in HelLa cells
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