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Flowchart of subjects included in final analyses.

Participants genotyped on Participants genotyped on
GSA array CytoSNP array
n=38030 n=15638
Quality control Quality control
Callrate <99% n=1100 Callrate <95%
Heterozygosity outliers n=194 Heterozygosity outliers
Sex-mismatch n=249 Sex-mismatch
Duplicates n=148 Duplicates
Total n=1691 non-European ancestry
Total n=216
Eligible for GWAS Eligible for GWAS
n=36339 n=15422
Exclusion criteria Exclusion criteria
SAF not available n=18611 SAF not available n=4447
non-European ancestry n<10 SAF >4.5 n<10
SAF>45 n<10 Diabetes n=245
Diabetes n=288 ¢GFR < 30 ml/min n<10
¢GFR < 30 ml/min n<10 Duplicates GSA n=606
Total n=18915 Total n=5312
GWAS GSA cohort GWAS CytoSNP cohort
n=17424 n=10110
Missing covariates M1 Missing covariates M1
Smoking status n=126 Smoking status n=96
BMI n<10 BMI n<10
eGFR n=22 eGFR n=19
META GWAS M1
17297 9957
n=27254
(Additional) missing covariates M2 (Additional) missing covariates M2
HbAlc n=47 HbAlc n=19
META GWAS M2
17250 9938
n=27188
(Additional) missing covariates M3 (Additional) missing covariates M3
Coffee consumption n=65 Coffee consumption n=202
META GWAS M3
17185 9736
n=26921
(Additional) missing covariates M4 (Additional) missing covariates M4
n=0 n=0
META GWAS M4
17185 9736
n=26921




