Supplementary Info
Estonian Biobank (EstBB) genotyping, quality control and imputation. 
EstBB participants have been genotyped at the Genotyping of DNA samples from the Estonian Biobank was done at the Core Genotyping Lab of the Institute of Genomics, University of Tartu using the Illumina Global Screening Arrays (GSAv1.0, GSAv2.0, and GSAv2.0_EST). Altogether 200,000 samples were genotyped and then PLINK format files were created using Illumina GenomeStudio v2.0.4. During the QC all individuals with call-rate < 95% or mismatching sex that was defined based on the heterozygosity of X chromosome and sex in the phenotype data, were excluded from the analysis.Variants were filtered by call-rate < 95% and HWE p-value < 1x10−4 (autosomal variants only). Variant positions were updated to Genome Reference Consortium Human Build 37 and all variants were changed to be from TOP strand using reference information provided by Dr. Will Rayner from the University of Oxford (https://www.well.ox.ac.uk/~wrayner/strand/). Before imputation variants with MAF < 1% and Indels were removed. Prephasing was done using the Eagle v2.3 software (1) (number of conditioning haplotypes Eagle2 uses when phasing each sample was set to: --Kpbwt=20000) and imputation was carried out using Beagle v.28Sep18.793 (2,3) with an effective population size 𝑁' = 20,000. As a reference, Estonian population specific imputation reference of 2,297 WGS samples was used (4).
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