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Figure S1. Analysis pipeline. Probes with a high detection p value (> 0.01), probes with a low success 

rate (missing in > 5% samples) and probes with SNPs were excluded for further analysis. 
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Figure S2. Principal component analysis plots (PC1 and PC2) for all normalized probes (Beta val-

ues). A) all CpG probes across samples. B) autosome CpG probes across samples. C) top 1000 most 

variable CpG probes across samples. D) top 1000 most variable autosome CpG probes across sam-

ples. PCA plots showing the samples from 3 disease status groups were jumbled all together. 
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Figure S3. Correlation (Pearson) matrix between estimated cell type proportions and PCs. Positive 

correlations are represented in red, while negative correlations are in blue. The cell type proportions 

correlate strongly with PC1. 



Genes 2022, 13, 1795 4 of 5 
 

 

 

Figure S4. Cell type composition estimated by methylation data. Boxplots are used to visualize the 

cell type proportion by each disease group. We observed that the proportion of CD4T and CD8T 

were slightly higher than normal samples. Statistical significances of differences were tested by Wil-

coxon test. 



Genes 2022, 13, 1795 5 of 5 
 

 

 

Figure S5. QQ-plots showing the association test inflation levels. Upper panel, before adjust cell 

type proportion, inflation coefficient ranges 1.479 – 2.208. Lower panel, after adjust cell type pro-

portion, inflation coefficient ranges 1.200 – 1.646. The QQ-plots showing that after adjustment of cell 

type proportion, inflation is reduced. 


