
Dataset S2 

 

Scatterplot Matrix (SPLOM) analysis for mean methylation proportion of 10 genes in triple 
samples from 20 breast cancer patients (breast cancerous tissue, matched normal tissue and 
serum samples). 



 

Correlation study of the mean methylation proportion of informative CpG sites for ccfDNA in 
serum versus tumor and normal samples (S: Serum, N: Normal, T: Tumor). 



 

 
 

Correlation study of the mean methylation proportion of informative CpG sites for ccfDNA in 
serum versus tumor and normal samples (S: Serum, N: Normal, T: Tumor).  



 

Scatterplot Matrix (SPLOM) analysis for mean methylation proportion of 10 genes in  
36 plasma samples of breast cancer patients and 30 plasma samples of normal subjects. 


