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Figure S5. Gene co-expression network analysis and Motif enrichment analysis on differential
NCoR1 binding sites

(A). Analysis of scale-free fit index and mean connectivity of various soft thresholding power. (B). Dendro-
gram of all differentially expressed genes clustered, based on a dissimilarity measure (1-TOM). (C). Tree
dendrogram showing module network constructed by clustering module eigengene distances. (D). Heatmap
showing pattern of gene expression from darkred and green module and its associated enriched pathway.
(E). Gene-gene network showing interaction of transcription factor and its target gene identified from
WGCNA and also interaction known from StringDB database. (F). Heatmap showing expression of tran-
scription factor found to be enriched darkred and green module and ranked based on differential expression
of its target genes in NCoR1 KD CpG, plC and CpG+pIC stimulated condition compared to control. (G). TFs
motif identified after De Novo motif enrichment analysis on genomic regions of different NCoR1 binding clus-
ters. Number shown below the motif logo represents percent of the target regions showing a particular motif
and -log10(p-value) represents statistical significance calculated in comparison to back ground sequence
using HOMER.
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