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GO:0030258~lipid modification 21.2

GO:0030259~lipid glycosylation 24.1

GO:0008340~determination of adult life span 6.1

GO:0006333~chromatin assembly or disassembly 41.5
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GO:0051276~chromosome organisation 15.9
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IPR017973:cytochrome P450, C-terminal region 28.3

IPR002213:UDP-glucuronosyl/UDP-glucosyltransferase 22.4
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IPR002198:short-chain dehydrogenase/reductase SDR 20.2

IPR016040:NAD(P)-binding domain 12.2
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Figure  S4. Functional enrichment analysis of common DEGs.  

(A) Functional clustering of DEGs that are commonly regulated after ethosuximide treatment. 

The reported enrichment score was calculated by DAVID according to the Fisher exact score 

of each clustered term. Only clusters that consisted of 4 or more genes with an enrichment 

score higher than 1.3 were considered significant and included in the final list of 

overrepresented GO categories. (B) The fold enrichment for common DEGs in relation to the 

overall count in significantly enriched GO terms is shown (red = up-regulated, green = down-

regulated genes) 

(C) modMine publication analysis revealed an enrichment in DAF-16/FOXO regulated genes.  
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