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자동 생성된 설명]
Figure S1. STRING protein-protein interaction network analysis of EPB41L3 and ZNF687 using GenCLiP 3. 
In the BioGRID database (https://thebiogrid.org/), 99 proteins were identified to interact with ZNF687 in a comprehensive gene regulatory network through text-mining. Circles represent genes, triangles represent enzymes, and transcription factors are shown as squares. The numbers on the interaction lines mean the count of the text mining which has been reported as association. Proteins in yellow-colored boxes are associated with fibrosis.
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자동 생성된 설명]Figure S2. Correlation analysis of EPB41L3 gene expression intensities with CpG DNA methylation levels of 12 fibroblasts. 
(A) Comparison of EPB41L3 gene expression levels (GSE71351) between IPF (n = 8) and control fibroblasts (n = 4). (B) CpG methylation levels of 21 loci on EPB41L3 were obtained from GSE107226. Correlation of the CpG methylation levels of 21 CpG loci on EPB41L3 with the gene expression level of the transcriptome chip was presented as correlation coefficient r (right Y-axis) and p-values as - log (left x-axis). The horizontal red line indicates a p-value of 0.05. TSS; transcription start site. UTR; upstream region.
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