Supplementary Figure 1. Flowchart of the study participants

Mothers enrolled in the Generation R Cohort study
N=9,778

Mothers with available information on 250HD from
maternal and /or cord serum levels
n=7,935

Excluded due to missing information on 250HD
levels
n=1,843

!

Excluded due to twin birth (77), lost to follow up (1)
n=78

Mothers with singleton pregnancies and available
information on 250HD from maternal and / or cord
serum
n=7,857

Excluded due to missing information on SRS
n=3,628

l

Mothers with singleton pregnancies and available
information on 250HD from maternal and / or
cord serum and on SRS and/or cASD status
n=4,229

Excluded due to missing information on genome-wide
genotype data in the children
n=1,100
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Population for main analyses SRS
(using self-report measures of ancestry)

Mother-offspring pairs with singleton pregnancies
and available information on 250HD from
- maternal serum and SRS: n=3,867
- cord serum and SRS: n=2,851
- maternal & cord serum and SRS: n=2,489
Of these mothers-offspring pairs,
n=231 mothers participated more than once.
n=3,999 mothers were unique in the study.

Population for secondary analyses SRS
(using the genome-wide genetic relationship
measures of ancestry)

Mother-offspring pairs with singleton pregnancies and
genome-wide genotype data in the children and
available information on 250HD from
- maternal serum and SRS: n=2.829
- cord serum and SRS: n=2,650
- maternal & cord serum and SRS: n=2,317
Of these mothers-offspring pairs,
n=126 mothers participated more than once.
n=3,037 mothers were unique in the study.




Supplementary Figure 2a

Distribution of raw SRS scores
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Supplementary Figure 2b

Distribution of weighted SRS scores
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