Supplementary Table 2. Detailed overview of the studies included in the analysis.
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Note: characteristics of samples, miRNA
ArrayExpress) are reported. Studies are listed by year of publication. The following abbreviations describe sample characteristics as reported in
relevant papers. BAPE: benign asbestos-related pleural effusion, biph: epithelioid-sarcomatoid, Ctrl group: adjacent non-cancerous — non-
inflammatory tissue, DB: preoperative diagnostic biopsies, EPP: extrapleural pneumonectomy, epith:
hyperplasia, lym: lymphohistiocytic, non-epithelioid or sarcomatoid and mixed, n.a.: not available, NNP:
PB: peripheral blood, P/D: pleurectomy =+ decortication, PP: pachypleuritis/chronic inflammation, PTHX: non-neoplastic reactive mesothelial

proliferation due to pneumothorax, RMPs: reactive mesothelial proliferations, sarc: sarcomatoid, treat: three series of cisplatin and vinorelbine

detection methods, relevant findings, submission of array data to a public repository (GEO or

treatments, WT: non-transfected MM cell line.
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