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Supplementary Figure S1. The human ortholog of medaka genes in the male brain, testis, and female brain. Y axis 

indicates the number of differentially expressed genes enriched.  
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Supplementary Figure S2. The top 12 enrichments of the biological processes from the Gene Ontology enrichment annotation of male brain from THC-exposed 

medaka. 2A) Enrichment of biological processes.  2B) Enrichment of molecular function. 2C) Enrichment of cellular components.  

 

 

 



 

Supplementary Figure S3. Top 12 enrichments of the biological processes from the Gene Ontology enrichment annotation of testis from Δ9-THC -exposed medaka. 

3A) Enrichment of biological processes. 3B) Enrichment of molecular function. 3C) Enrichment of cellular component.   



 

Supplementary Figure S4. Gene Ontology enrichment annotation of the female brain. 4A) Enrichment of biological processes. 4 B) Enrichment of molecular 

function. 4C) Enrichment of cellular components. 

 

 



 

Supplementary Figure S5. Venn diagram of DEG in males and female showed a unique set of genes differentially expressed in THC-exposed medaka 

 


