[bookmark: _GoBack]Further comparison to the literature

In the main text we describe a look-up in our paternal BMI (adjusted for maternal BMI) meta-EWAS results of: 1) sites in imprinted regions, and 2) a paper by Donkin et al. Here, we summarise the results of these look-ups using the paternal BMI unadjusted for maternal BMI model.

Imprinted regions:
[image: ]

Effect estimates for the birth meta-EWAS of paternal BMI at CpGs within imprinted regions. The blue ribbon shows the 95% confidence intervals. All results are NOT adjusted for maternal BMI.



QQ plots showing comparison to results from Donkin et al:
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The observed versus null distributions of P-values from the paternal BMI birth meta-EWAS at CpGs identified as associated with obesity in sperm in a study by Donkin et al.  These plots were produced using the paternal BMI meta-EWAS P-values from the models that were adjusted (bottom) and unadjusted (top) for maternal BMI.
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Difference in percentage methylation per 1 SD increase in paternal BMI
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PLAGL1 (n probes = 36) SGCE (n probes = 40) SNRPN (n probes = 267)

NNAT (n probes = 9) PEG10 (n probes = 70) PEG3 (n probes = 25)

MEG3 (n probes = 51) MEST (n probes = 64) NDN (n probes = 6)

GRB10 (n probes = 52) H19 (n probes = 52) IGF2 (n probes = 97)
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Associations between paternal BMI

and offspring methylation at birth in imprinted regions


image2.tiff
Paternal BMI P-value distributions
at regions identified in Donkin et al.

Expected -logioP




image3.tiff
Observed -log;oP

Paternal BMI (adjusted for maternal BMI) P-value distributions
at regions identified in Donkin et al.

Expected -logioP




