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Supplementary Figure 1 | Forest plots showing individual study effect estimates for all
genome-wide significant NEB loci. Error bars represent the study specific 95% confidence

intervals.
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Supplementary Figure 2 | Association of the 43 identified loci on NEB and childlessness. The
direction of effect has been reversed for childless to show a risk increasing odds-ratio for easier
interpretation of effect magnitude. These analyses are based on 785,604 for NEB and 450,082

for CL.
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Supplementary Figure 3 | Percentage of NEB trait variance explained by chromosome. The Y-
axis shows size of chromosome proxied by number of directly genotyped SNPs included in the
model. This analysis was based on 785,604 individuals.
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Supplementary Figure 4 | NEB effect estimate comparison between the discovery analysis
and FinnGen replication study for identified signals. Only women had a recorded NEB in
FinnGen, so we show estimates for the 41 signals identified in the sex-combined and female
specific discovery analysis. Estimates from the female only meta-analysis based on 478,624,
estimates from FinnGen based on 37,741 women.
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