Supplementary Methods

Differentially edited sites reported in neuropsychiatric brain analyses (Tran et al. 2019; Breen et al. 2019), were downloaded, and where required sites were transposed from Hg19 to Hg38 using liftOver software (Hinrichs et al. 2006). Genomic ranges for Alu and non-Alu repeats in Hg38 (RepeatMasker track) were downloaded from the UCSC Table Browser (Kent et al. 2002); common human single nucleotide polymorphisms were downloaded from dbSNP (GRCh38p7; build 151) (Sherry et al. 2001). Genes with known amino acid re-coding sites in the brain; those implicated in autism spectrum disorder (SFARI database); those with extremely low genomic mutation tolerance, and targets of RBFOX splicing, were retrieved from tables provided in the relevant literature (Nishikura 2016; Abrahams et al. 2013; Weyn-Vanhentenryck et al. 2014; Samocha et al. 2014). Predicted binding/interacting partners for small nucleolar RNAs were curated from snoDB and studies reporting differential expression upon snoRNA transfection (Bouchard-Bourelle et al. 2020; Kishore et al. 2010; Falaleeva et al. 2015; Soeno et al. 2010). Transcripts Uniprot domains predicted to encompass editing-induced amino acid substitutions were retrieved based on Ensembl gene IDs from https://www.uniprot.org/uploadlists/. 
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