


GO enrichment map of biological processes altered in prephenotype dt27J mice. mRNA
expression profiling of P4 WT (n = 3) and dt27J (n = 3) DRGs. Genes were clustered based on GO

term, and an enrichment map of those biological processes up-regulated (left) or down-regulated
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Figure 3. Biological processes and protein complexes associated with sensitivity to elesclomol
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Figure 4. Network of enriched GO terms derived from differentially expressed genes between schizophrenia
and control using GOseq software.
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Figure 2. A network map of the enriched GO terms in the perturbed subnetworks.
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Autism paper, Merico et al.
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Hui et al.
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a. Enrichment map of pSNV function, FDR p<0.01 b. top-50 genes with pSNVs, RNA processing
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