Supplementary file 3. Gene set enrichment analysis of differentially activated pathways in B6 and B6.Sst1S BMDMs 12 h after TNF stimulation.Gene set enrichment analysis results for the top enriched gene sets from the KEGG, MSigDB Hallmark, Reactome databases  when comparing B6.sst1S vs B6 BMDMs stimulated with TNF for 12 h. Output includes gene set names and FDR corrected p-values. The analysis was performed using FPKM data and the camera function from the limma R package. 


Gene set enrichment analysis results for the top enriched gene sets from the KEGG, MSigDB Hallmark, Reactome databases when comparing B6.Sst1S vs B6 BMDMs stimulated with TNF for 12 h. Output includes gene set names and FDR corrected p-values. The analysis was performed using FPKM data and the camera function from the limma R package.
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SUMOYLATION (Reactome) 0.002714
SUMOYLATION OF DNA DAMAGE RESPONSE AND REPAIR PROTEINS (Reactome) 0.002778
TNFA SIGNALING VIA NFKB (MSigDB Hallmark) 0.002934
SPLICEOSOME (KEGG) 0.00816
= DNA DOUBLE-STRAND BREAK REPAIR (Reactome) 0.016533
DNA REPAIR (Reactome) 0.034949
? HOMOLOGOUS RECOMBINATION (KEGG) 0.037469
E2F TARGETS (MSigDB Hallmark) 0.054885
LYSOSOME (KEGG) 8.26E-09
OXIDATIVE PHOSPHORYLATION (KEGG) 1.36E-05
OXIDATIVE PHOSPHORYLATION (MSigDB Hallmark) 6.82E-05
NONSENSE MEDIATED DECAY (NMD) INDEPENDENT OF THE EXON JUNCTION COMPLEX (EJC)
(Reactome) 0.00027
FATTY ACID METABOLISM (MSigDB Hallmark) 0.002066
RESPONSE TO ELEVATED PLATELET CYTOSOLIC CA2+ (Reactome) 0.002126
DETOXIFICATION OF REACTIVE OXYGEN SPECIES (Reactome) 0.002257
FATTY ACID METABOLISM (KEGG) 0.002903
FERROPTOSIS (KEGG) 0.004529
MTORC1 SIGNALING (MSigDB Hallmark) 0.00642
REACTIVE OXYGEN SPECIES PATHWAY (MSigDB Hallmark) 0.008065
PEROXISOME (MSigDB Hallmark) 0.014752

CHOLESTEROL_HOMEOSTASIS (MSigDB Hallmark) 0.030761
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