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CTCF binding at TNF locus and flanking regions. CTCF binding site data is shown for chr6:31620000-31680000 
(hg18) from a number of genome-wide analyses including human CD4+ T cells by ChIP-seq,1 primary human 
fibroblasts by ChIP-chip,2 and the lymphoblastoid cell line GM12878, human umbilical vein endothelial cells 
(HUVEC), K562 cells and normal human epidermal keratinocytes (NHEK) based on ChIP-seq data from the 
Broad Institute as part of the ENCODE Histone Modifications analysis. Gene locations and CpG islands are 
indicated together with vertebrate conservation track downloaded from the UCSC Genome Browser.
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