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0.798
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0.318

0.736

0.811

0.170

0.591

0.713

0.741
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Linear regression for Clomifene use for the index pregnancy and mean CpG methylation. We stratified 
models by sex and adjusted for pyrosequencing batch, pre-pregnancy maternal BMI, race, maternal age, 
diabetes, and parity. Estimates represent the mean percentage of methylation change associated with 
maternal use of Clomifene (*p < 0.05). Bolded values in table represent outlier removal (+/- 3sd from mean).




