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Figure S1: Circos plot showing single array gene expression analysis in relation to corresponding cancer types. 

The plot shows the upregulated genes of the validation dataset from Hough et al. (27). The expression of the genes GPX3, CLU, EPCAM, SPINT2, FOLR1, S100A2, APOE and CP is upregulated in numerous ovarian cancer datasets and is also significantly upregulated according to the meta-analysis (Figure 4). The genes EGFBP2, MGP, STAT1 and SLPI, however, only show upregulation in some of the ovarian datasets and thus are not significantly upregulated according to the meta-analysis (Figure 4). Each connection between a gene and a cancer type indicates a statistically significant upregulation for that cancer type derived from a single array study for cancer tissue vs. normal tissue.
