# Excluded samples and SNPs

10 duplicated samples

Markers were filtered for 28,369 CNV intensity- only
probes (592, 532 SNPs left for QC analyses)

¥

177 samples with |llumina call rate <97.5%

.

133 duplicated samples and gender mismatches

12016 SNPs failed missingness test ( GENO = 0.05 )
5353 SNPs failed frequency test { MAF < 0.001 )

# Samples # SNPs
Array 610K [eaq1e |
All samples received and plated DNA Iia& l 620,801
v Y
All unique sample id (hexadecimal codes) —@
¥ L
Filtering of CNV intensity — only probes 592, 532
! '
# of samples with lllumina call rate > 97.5% 5628
k. i
SNPs passed missingness test ( GENO > 0.05 )
SNPs passed frequency test ( MAF < 0.001 ) hidan BIE34%
¥y L L
Total samples-610K (IDC codes) 5,495 575,342

Online Resource 1. Flowchart overview of the Generation R-1 set. Quality control of samples collected at birth from cord blood (Generation R-1)
and processed in platform lllumina HapMap 610-K before merging the projects. Red font denotes exclusion of either SNPs or samples from the

dataset in the different QC steps.




