Supplementary Methods 

Genotyping and quality control NTR
Genotyping was performed on multiple genotyping platforms: Affymetrix 6.0 (N=207), Affymetrix Axiom (N=43), Affymetrix Perlegen (N=34), Illumina Omni 1M (N=4), Illumina 660 Human Beadchip 4 (N=48), and Illumina GSA (N=222). Prior to imputation, samples were excluded if there was a mismatch in reported and genotyped sex, an abnormal inbreeding value (F value <.10 or >.10), or a call rate below 90%. Single Nucleotide Polymorphisms (SNPs, genetic variants at a single base position in the DNA) were removed if the Minor Allele Frequency (MAF) was below < 1x10–6, there was a deviation from Hardy-Weinberg Equilibrium (HWE) (p<1x10-6), or if the missing rate was >5%. After quality control, the SNPs were aligned with the 1000 Genomes reference panel (Via et al., 2010), filtering for SNPs with allele frequencies differences >.20, palindromic SNPs, and DNA strand issues. After merging the platforms into a single dataset, samples with DNA identity-by-descent status that did not agree with expected familial relationships and CEU population outliers were excluded. The data was phased using Eagle v2.4.1 (Loh et al., 2016) and imputed to 1000 Genomes (Via et al., 2010) and TOPMED (Taliun et al., 2021) reference panels using Minimac3-omp (Das et al., 2016), following Michigan imputation protocols. The separate platform VCF files were merged into a single file per chromosome with Bcftools 1.9  (Danecek et al., 2021). Prior to polygenic scoring, the imputed data were converted into best guess data and filtered to include only ACGT, bi-allelic SNPs, SNPs with MAF >.01, HWE p>1x10-5, and genotype call rate >.98. 
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