Supplementary Figure 1. Manhattan plots of identified cis-eQTMs.  Significant cis-eQTMs were observed in 17 imprinted loci.  Points indicated in red in each plot indicates the lead cis-eQTM (CpG site most significantly associated with expression) for each loci.
Supplementary Figure 2. Overlap between various epigenomic elements and surveyed imprintome CpG sites stratified by ICR status.  
Supplementary Figure 3. Overlap between various epigenomic elements and surveyed imprintome CpG sites stratified by parental allele expressed.  
Supplementary Figure 4. SGA-DMR methylation levels across birth weight categories.  Methylation levels are shown for select CpG sites (largest absolute value difference between SGA and AGA) within each identified SGA-DMR.  Loci with SGA-DMRs adjacent to one another (RB1, MAGEL2, KCNQ1, GDNF) were combined.
Supplementary Figure 5. LGA-DMR methylation levels across birth weight categories.  Methylation levels are shown for select CpG sites (largest absolute value difference between SGA and AGA) within each identified LGA-DMR.  One locus with LGA-DMRs adjacent to one another wa collapsed (IGF1R).
Supplementary Figure 6. Average methylation levels comparing CpG sites that fall within and outside identified BW-DMRs.  
Supplementary Fig 7. Genomic context across identified SGA and LGA DMRs by ICR status.  In the depicted proportions of annotated features, regions overlapping multiple features are assigned based on the following order of precedence: promoter>exon>intron.
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