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GOTERM:Molecular Function
1780 genes
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GOTERM:Cellular Component
1182 genes
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GOTERM:Biological Process

723 genes
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Fig S2. Gene ontologies (GO) having signi�cant di�erential enrichment in alcohol-exposed 
neuroprogenitors. (A-C) For each ontology, the number of represented gene transcripts for each term is 
indicated. For each term category, the percentage of transcripts is indicated. (A) Biological Processes (B) 
Cellular Component (C) Molecular Function.


