Supplementary Figure S1: Gene ontology and pathway mapping network of hepatic DEGs in response to low

dose diclofenac treatment.

A visualization of hepatic enriched pathway terms and biological processes was computed with the ClueGO and

the GeneXplain software of low dose treated animals.
Panel A: Network constructed by the GO plug-in ClueGO of the Cytoscape software.

Panel B: The enriched biological processes and pathways annotated with the GeneXplain platform and visualized
using the Cytoscape software version 3.4. The red and green colored nodes illustrate up- and down regulated genes,

respectively.
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