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FIGURE LEGENDS

Fig. S1. (A) Experimental design. (B) Data analysis workflow.

Fig. S2. Effect of FDR threshold on the resultant number of statistically significant binding peaks. Sum of the peaks from (A) diagonal elements and (B) off-diagonal elements of COMPACT matrix for different values of the FDR threshold. 

Fig. S3. Comparison of dynamic NF-κB binding patterns between the ethanol and carbohydrate control groups. This is a high-resolution version of Fig. 3E.

Fig. S4. Counts of time point-specific, diet-specific and shared NF-κB binding loci. (A) overlap between the two dietary groups, post PHx.  (B) overlap between 1 and 6h post PHx for the two dietary groups. 

[bookmark: _GoBack]Fig. S5. Pattern analysis and pathway analysis of the NF-κB binding targets in the carbohydrate and ethanol groups. In the ethanol group, we observed hyper-responsiveness in NF-κB transient 1h binding (4230 promoters) compared to baseline only (2000 promoters), whereas in the control group there was no significant change in the number of promoters (2710 compared to 2784). Interestingly, baseline-only NF-κB binding was detected at significantly higher number of promoters in the control (1269 promoters) than in the ethanol group (773 promoters). The pattern representing baseline binding together with 1h binding contained differential number of promoters between ethanol and control groups (ethanol: 1139 versus control: 457). By 6h post PHx, the number of NF-κB targets reduced to 1145 in the ethanol group compared to 1605 in the controls. A select set of statistically overrepresented functional processes and genes are indicated. 

Fig. S6. Highlighting various diet-specific and time point-specific patterns in the COMPACT visualization. Key overrepresented functional annotation and select genes are indicated for dominant subsets of interest within each highlighted comparative pattern.
 
Fig. S7. Pathway analysis of differentially expressed genes that show ethanol-specific NF-κB binding at 1h. Gene Set Enrichment Analysis comparing upregulated (yellow) versus downregulated (blue) gene groups, illustrating distinct pathways and biological processes between these subgroups (p-value <= 0.05, q-value <= 0.05, overlap coefficient >= 0.3).
 
Fig. S8. Top ranked transcription factor binding site motifs predicted by DME for the Novel (i.e., ethanol-specific), Common and Missing (i.e., carbohydrate-specific) 1h NF-kB binding groups.




TABLES
Table. S1. List of differentially expressed genes in the ethanol adapted state, categorized according to the NF-κB binding profile. The fold changes have been shown in Figure 1E.

Table. S2. List of transcription factors selected in DME to scan corresponding binding site motifs within the peak loci.





