Up-regulation of mitotic nuclear division-related genes and down-regulation of TGF-β-related genes correlate with survival in malignant pleural mesothelioma
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Supplementary Figure 1. Survival analysis conducted for each mitotic nuclear division-related gene in the TCGA dataset.
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Supplementary Figure 2. Boxplots of the expression of three additional mitotic nuclear division-related genes in the four datasets. Epi: epithelioid MPM, Biphasic: biphasic MPM, Sarc: sarcomatoid MPM. (A) CDC20, (B) TTK, and (C) CCNB1.
Supplementary table 1. List of significant differentially expressed genes generated by paired t-test at the probe level using the GSE51024 dataset. Abbreviations: FDR: false discovery rate; meanT: mean expression value of tumor tissues; meanN: mean expression value of normal tissues; logFC: log transformed fold change.
Supplementary table 2. GO enrichment analysis results of the up-regulated genes.
Supplementary table 3. GO enrichment analysis results of the down-regulated genes.
