
Supplementary Figure 1. RNA sample isolated from intestinal epithelia used for RNA-SEQ.

Supplementary Figure 2. Total number of DEGs identified in comparison between WT and ApcMin/+genotypes (FDR
Q-value < 0.05)



Supplementary Figure 3. (A) Upregulated genes predicted to be associated with gained H3K27ac and (B)
downregulated genes predicted to be associated with lost H3K27ac were identified when comparing HFD and LFD for
both genotypes.
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Supplementary Figure 4. Identified VELs predicted to be associated with genes involved in the KEGG Pathway “Wnt
Signaling Pathway”



Supplementary Figure 5. Notable de novo motifs were identified from the VELs using HOMER analysis. The
percentage of target sequences as well as the percentage of background sequences containing the motif was noted.
Known motif that most closely matches the de novo motifs are also noted.
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Supplementary Figure 6. Top fifteen significant VELs with the highest H3K27ac activity fold-change between HFD
and LFD for WT and ApcMin/+ mice. Genes located near the VELs were identified with their relative distance shown.



Supplementary Figure 7. Notable differentially expressed genes identified between HFD and LFD for WT and
ApcMin/+ mice.


