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Supplementary Figure S1. Distribution of insert lengths across each sample for each condition in triplicate. The 

lack of multiple peaks suggests high-quality mature mRNA sequencing. a) control samples b) chalcone-exposed 

sample c) trans-chalcone-exposed sample. 
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Supplementary Figure S2. Saturation test for library volume adequacy demonstrating extensive transcript 

coverage. a) control samples b) chalcone-exposed sample c) trans-chalcone-exposed sample, each line 

corresponding to triplicates. 
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Supplementary Figure S3. Alternative splicing was predicted using Asprofile, highlighting differences among 

prediction models. Chalc = chalcone, ctrl = controls, trans = trans-chalcone, each line representing triplicates of the 

same sample. 

  



 

Supplementary Figure S4. Pearson correlation heatmap of transcriptomic profiles from C. elegans L4 larvae 

exposed to DMSO (controls, Ctrl), chalcone (Chalc), or trans-chalcone (Trans). A clear separation in transcriptomic 

profiles is observed between the DMSO-exposed larvae and those exposed to chalcone or trans-chalcone, indicating 

distinct global expression patterns, while more subtle differences are evident between the two chalcone isoforms. 

  



 

Supplementary Figure S5. Gene Ontology classification of differentially expressed genes (DEGs) in chalcone- or 

trans-chalcone-exposed C. elegans L4 larvae compared with DMSO-exposed control C. elegans, showing reduced 

enrichment of structural molecule activity and increased enrichment of metabolic and cellular processes. a) 

chalcone-exposed L4 larvae, b) trans-chalcone-exposed L4 larvae. 
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Supplementary Figure S6. Enriched KEGG pathways of chalcone-exposed C. elegans L4 larvae compared to 

DMSO-exposed control L4 larvae. Red: upregulated, green: downregulated, blue: both upregulated and 

downregulated. 

  



 

Supplementary Figure S7. Enriched KEGG pathways of trans-chalcone-exposed C. elegans L4 larvae compared to 

DMSO-exposed control L4 larvae. Red: upregulated, green: downregulated, blue: both upregulated and 

downregulated. 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 



 

 

  



 

 

 



 



 



 



 



 



 



 

 



 



 



 

Supplementary Figure S8. Enriched KEGG pathways of chalcone-exposed worms compared to controls. Red: 

indicates pathways with predominantly upregulated genes, green: indicates predominantly downregulated genes, 

blue: indicates pathways containing both upregulated and underregulated genes. 



 



 



 



 



 



 



 



 



 



 

 



 



 



Supplementary Figure S9. Enriched KEGG pathways of trans-chalcone-exposed worms compared to controls. 

Red: indicates pathways with predominantly upregulated genes, green: indicates predominantly downregulated 

genes, blue: indicates pathways containing both upregulated and underregulated genes. 

 


