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Supplementary Figure 3: KEGG pathway analysis for the differentially regulated genes shown

in Figure 3

Shown are comparisons between WT ctrl to Glrx”- ctrl, WT ctrl to WT+IL1B, WT+IL1B to Glrx”

+IL1B and Glrx” ctrl to Glrx’- +1L1B groups. Log fold change of 1 was chosen as a cut off value for

genes included in the analysis.



