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Genotyping and Quality Control
Saliva samples were genotyped on the Affymetrix Smokescreen array (Baurley et al., 2016) by the Rutgers University Cell and DNA Repository (company now known as “Sampled”; https://sampled.com/). Genotyped calls were aligned to GRC37 (hg19). The Rapid Imputation and COmputational PIpeLIne for Genome-Wide Association Studies (RICOPILI; Lam et al., 2019) was used to perform quality control on the 11,099 individuals with available ABCD Study phase 3.0 genotypic data, using default parameters. The 10,585 individuals who passed QC checks were subjected to principal component analysis (PCA) in RICOPILI to map the genomic ancestry of these individuals to the 1000 Genomes reference panel, resulting in a PCA-selected subset of 5,556 individuals who most resembled the 1000 Genomes European reference population. Only individuals of genetically-inferred European ancestry were analyzed (see Participants section in Methods). The Trans-Omics for Precision Medicine (TOPMed) imputation reference panel was used for genotype imputation (Taliun et al., 2021). Imputation dosages were converted to best-guess hard-called genotypes; only single nucleotide polymorphisms with Rsq > 0.8 and MAF > 0.01 were kept for PGS computation.
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