Figure S3.ChIP-gPCR
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Supplementary Figure S3.ChIP-qPCR validation of TCF7L2 binding sites in different cell lines.
TCF7L2 binding sites were identified from ChlIP-seq data using the BELT peak-calling program
with stringent parameters (see Methods).To identify cell type-specific and common binding
sites, peak lists were compared for each cell line.To confirm the TCF7L2 ChlIP-seq targets, ChlIP-
gPCR assays were performed using primers for both common and cell type-unique TCF7L2
targets with ChIP samples that were distinct from the ones analyzed by ChIP-seq. Shown in
the heatmap diagram is the average fold enrichment over input for each target as determined
by qPCR of two independent ChIP experiments. Primers used in these experiments can be
found in Supplementary Table S5.



