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� � � � � � � �Table S1 - Healthy Families Demographics by Age Group. Based on consent, a subset of 

n=65 children provided later-life blood draw samples for longitudinal follow-up. By age group, 
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19 toddlers, 26 pre-schoolers, and 20 school-aged children consented to a childhood blood draw. 

For the child race/ethnicity and maternal education variables, a chi-squared test of equal 

proportions was used to check for significant deviations from the total population. Child race 

showed a significant change in proportion (p=0.013) in the toddler (12-24 months) age group 

compared to the total population. Ethnicity and maternal education variables did not significantly 

differ by age group. 
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Table S2 - Pyrosequencing primer sequences and PCR conditions. Pyrosequencing primer 

sequences and PCR conditions. Information for each assay, including genomic location 

(individual CpGs analyzed), primer sequences (5’-3’), sequence to analyze, amplicon length, 

annealing temperature, number of cycles, and number of CpG sites measured. Touchdown PCR 

was used for ESR1 assay, as indicated by the multiple temperatures and cycle numbers. Location 

refers to regulatory region where CpG sites are located for each assay. 
1
 = Assay adapted from 

Hoyo et al., 2011 and Murphy et al., 2012; 
2
 = Assay adapted from Lesseur et al., 2013; 

3
 = 

Assay adapted from Adaikalakoteswari et al., 2016.  
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Figure S1 - Associations between Childhood Blood DNA Methylation and Log Odds 

Obesity (Y/N). Forest plot of obesity likelihood by childhood blood draw DNA methylation at 

investigated target genes. Logistic regression coefficients are represented as log odds of obesity 

in the right column. The left column shows how the obesity likelihood outcome was grouped by 

age in the regression models. It also lists all of the target gene methylation predictors included in 

bloodspot logistic regression models. For the 10-12 year old age group, no LEP methylation data 

was available for obese individuals. Trends that approach significance (p<0.10) are indicated in 

blue. 

Page 41 of 42



� ��

 

Figure S2 - Associations between Childhood Blood DNA Methylation and WFL or BMI z-

score. Forest plot of continuous WFL or BMI z-score by childhood blood draw DNA 

methylation at investigated target genes. Linear regression coefficients are shown in the right 

column. The left column shows how the regression models were grouped by age. It also lists all 

of the target gene methylation predictors included in blood logistic regression models. 

Significant positive association between PPARA blood DNA methylation and WFL or BMI z-

score (p<0.05) is indicated in red. 
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