
 
 

S1 Figure: Flow chart showing exclusion of patients and analysis sets. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
OPN: osteopontin; eGFR: estimated glomerular filtration rate; UACR: urinary albumin to creatinine ratio; SKAT: sequence kernel association test; MAF: minor 
allele frequency   

Genome-wide association 
study of common variants 

(MAF≥0.01) 
N=4,897 

Exclusion of 137 participants due to 
incomplete data: OPN, eGFR, UACR  

   

Omni2.5: N=5,034  Exome chip: N=5,027  

Exclusion of 148 participants due to 
incomplete data: OPN, eGFR, UACR 

Aggregated Rare Variant 
Testing using Burden, SKAT 

(MAF<0.01) 
N=4,879 

GCKD study cohort N=5,217 

N=5,123 genotyped 
using Illumina HumanOmni 2.5 Exome BeadChip (GRCh37) 

Quality control separately for Omni2.5 content and Exome chip content  
incl. call rate, sex check, mean heterozygosity, genetic ancestry, cryptic relatedness  

 exclusion of 89 and 96 samples, respectively  


