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R-HSA-8953854: Metabolism of RNA
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Figure S2. Bar graph of enriched biochemical pathways in MO3.13 cells treated with
cuprizone (10uM, 48h, A), haloperidol (B), clozapine (C), cannabidiol (D) and benztropine
(E), colored by p-value, created in Metascape. Colored lines represent p-values, which
range between 10-20 to 10-2.



