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Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

summary statistics are available with unrestricted access through the links provided in the corresponding publications listed in Table 4. Source data are provided
with this paper.

This study uses several cohorts as either the LD reference or GWAS discovery sample. The sample sizes of all the cohorts have been described
in the paper. In the simulation study to demonstrate the power of DENTIST to detect errors, the sample size was 3,642, which was sufficient
as demonstrated by the power illustrated in Figure 1c. In the simulation study to demonstrate the ability of DENTIST to improve COJO, given a
sample size of 3,642, we had >99% power at p < 5e-8 to detect a simulated causal variant explaining 2% of the phenotypic variance. In the real
analyses, given a sample size of 328,577, we had >99% power at p < 5e-8 to detect a genetic variant explaining only 0.03% of the phenotypic
variance.

Our study was restricted to GWAS data of genetically unrelated individuals of European ancestry (estimated genetic relatedness < 0.05).
Standard QC was applied to the genotype data to remove genetic variants with a minor allele count < 5, Hardy-Weinberg equilibrium test P-
value < 1e-6, genotype missingness rate > 5%, or imputation info score < 0.3. Additional QCs were performed in some analyses including the
MAF threshold of either 0.01 or 0.001 for COJO analyses.

We repeated the simulation with each specific setting multiple times to assess the false positive rate and power of a statistical method. All the
simulation replications were successfully performed.

NA. We did not use any study design that required randonmization.

NA. We did not use any study design that required blinding.




