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Fig. S1 DNA Methylation Analysis of IPA and NPA tissue samples. (A) Density plot Pro analysis of DNA methylation between IPA and NPA tissue samples; (B) Clustering analysis graph of DNA methylation in IPA and NPA tissue samples. 
[image: Figure S2-new]
Fig. S2 RNA-seq and KEGG Pathway Analysis of IPA and NPA Tissue Samples. (A) Clustering analysis graph of RNA-seq in IPA and NPA tissue samples; (B) KEGG pathways analysis of genes exhibiting concurrent abnormalities in DNA methylation and expression. [image: Figure S3]
[bookmark: _GoBack]Fig. S3 DNA methylation variations in plasma samples from IPA and NPA. (A) Ratio of hyper-methylated (red) to hypo-methylated (blue) DMRs between IPA and NPA plasma samples; (B) Density plot Pro analysis of DNA methylation between IPA and NPA plasma samples; (C-E) The distribution of hyper-methylated (red) and hypo-methylated (blue) DMRs across chromosomes; (D) gene; (E) CGI; (F-I) ROC analysis for the DNA methylation biomarkers ZNF890P, AGAP1, LOC102724427, AGPAT2. 
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