Supplementary Material

Supplementary Table 1.
Geometric mean ratio (95% CI) of adult offspring HOMAZ2-IR by maternal XAs-associated DNA methylation (M-

value).
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All models used generalized estimating equations (GEE) to account for family clustering. B-coefficients were exponentiated (shown here) to
geometric mean ratios (95% CI).

Absolute difference represents actual change in HOMAZ2-IR score.
Model 1: adjusted for offspring sex, age, smoking status, and log(Xas), and for maternal age, smoking status, log(Xas), and log(fasting glucose).
Model 2: further adjusted for maternal waist circumference.

Model 3: model 1 and further adjusted for offspring waist circumference.



