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Figure  S6. Ethosuximide-responsive genes are enriched for a DAF-16 Associated 

Element (DAE) motif. To identify candidate regulatory sequence motifs for ethosuximide-

responsive genes, 200 bp upstream regions for each of promoter sequences of common 

DEGs were mined for overrepresented motifs using the ‘oligo-analysis’ and ‘peak-motifs 

analysis’ option of RSAT web server. Repeat analyses were also performed using multiple 

motif analysing packages. Table shows overrepresented consensus motifs found by RSAT 

peak-motifs analysis containing a graphic representation of the motifs identified and their 

reverse complements, along with the extent of agreement with BioProspector, MEME and 

SCOPE packages. 
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