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Supplementary Figure Legends 

 

Supplementary Figure 1. Summary of study's recruitment, with number of participants 

assessed at each time point. 

 

Supplementary Figure 2. Output for RnBeads method, showing scatter (left) and volcano 

(right) plots for different methylation sites in AGA and LGA infants. In the scatter plot, x-axis 

and y-axis represent the mean β-values for AGA and LGA infants, respectively. In the 

volcano plot, x-axis shows the absolute difference in methylation (expressed as a ratio) for 

each CpG site, while the y-axis shows the -log10 of the p-value for the methylation difference 

at each CpG site between AGA and LGA infants. Red color would indicate a statistically 

significant difference (adjusted p<0.05), but the absence of red points in both scatter and 

volcano plots shows that no statistically significant associations were observed. 



Supplementary Figure 1. 
 
 
 
 

 



 
 

Supplementary Figure 2. 


	Infants born large-for-gestational-age display slower growth in early infancy, but no epigenetic changes at birth
	Supplementary Figure Legends
	Supplementary Figure 1.

