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Figure S1. Scatter plot visualizing the relationship between the correlations generated by Sugden et 
al. and the correlations generated in this study for all CpGs [18]. Across the x-axis are the correlation 
results obtained in this study by comparing matched samples measured on both the EPIC and 450k 
array platforms. The y-axis contains the ICC (intra-class correlation) data from Sugden et al., which 
was also generated from comparing matched whole-blood samples measured on the EPIC and 450k 
array platforms [18]. The plot includes all CpGs measured in both studies (386,805 CpGs). 
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Figure S2. Venn diagrams showing the overlap of significantly and strongly correlated CpGs. In (A) 
longitudinal comparison, (B) blood–buccal comparison, (C) and EPIC-450K platform comparison. 
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Figure S3. (A) Venn diagram showing the overlap of strongly correlated CpGs across all three ex-
periments. (B) Venn diagram showing the overlap of significantly correlated CpGs across all three 
experiments. (C) Venn diagram showing the relationship of the strongly correlated and significant 
CpGs that overlapped across all three experiments. 
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Figure S4. Sex determination of samples via SNP data on an Illumina Infinium EPIC array analyzed 
via the R package “Meffil”. The purple dashed lines represent the thresholds for sex determination 
set by meffil (standard thresholds were used).  

 
Figure S5. Quality control plots from R package “MethylAid”. The dotted lines identify the standard 
QC thresholds recommended by MethylAid. Samples that did not meet at least one of these thresh-
olds are marked by starring and red shading. The black circles represent samples that passed all QC 
thresholds.  
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Figure S6. IBS determination of sample relations via SNP data on an Illumina Infinium EPIC array 
analyzed via the R package “omicsPrint”. (A) Individual relations for all whole-blood samples. (B) 
Individual relations for all buccal samples. 

 
Figure S7. Scree plot visualizing the variance in the control probes explained by each principal com-
ponent. 
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Figure S8. Density plot showing the final distribution of beta values following all data quality con-
trol steps. Each line represents an individual sample. 
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Figure S9. Heatmaps showing the associations of the principal components to various technical and 
biological confounders (A) pre-normalization and (B) post-normalization. 
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Figure S10. (A) Scatter plot comparing the Pearson correlation coefficients to the correlations esti-
mated via GEE for the (A) longitudinal comparison, (B) comparison between blood and buccal sam-
ples, (C) and cross-platform comparison (EPIC vs. 450K). 

 


