Supplementary materials legends
Supplementary Figure 1 Decision Curve Analysis（DCA） curves of the nomogram model for the mid-term (3-year) prognosis in the TCGA-SOC cohort.
Supplementary Figure 2 (A) The selected nine prognostic genes（ECI2、GPAT4、D2HGDH、ACSM3、AKT2、PDK4、LTA4H、PON3、GABARAPL1) expressed in Normal and SOC subgroups.(B) Overlap analysis of 1427 starBase-lncRNAs, 525 miRNet-lncRNAs, and 201 down-regulated DE-lncRNAs.
Supplementary Figure 3 Gene Ontology (GO) enrichment analysis of the nine FAM-related genes.

Supplementary Table 1 The 525 FAMRGs were collected from four gene sets contained in the MSigDB.
Supplementary Table 2 Detailed information including survival time, survival status, expression levels of prognostic genes, risk score, risk group, and clinical characteristics on the sample of 326 TCGA-SOC patients.
Supplementary Table 3 Stratified analyses of the Distribution of GSE19829-SOC patients between high- and low-risk groups were stratified by age, grade, stage, tumor residual disease, and race.
Supplementary Table 4 DE-mRNAs obtained from differential expression analysis.
Supplementary Table 5 113 significantly up-regulated DE-lncRNAs and 201 significantly down-regulated DE-lncRNAs obtained from differential expression analysis.
Supplementary Table 6 DE-FAMRGs identified by overlap analysis of DE-mRNAs and FAMRGs.
Supplementary Table 7 DE-FAMRGs identified by univariate Cox regression analysis.
Supplementary Table 8 The 9 optimal prognostic genes obtained from stepwise regression multivariate Cox analysis.
Supplementary Table 9 Information on survival time, survival status, expression levels of prognostic genes, risk scores, and risk groupings for the 375 SOC samples in the training set.
Supplementary Table 10 Information on survival time, survival status, expression levels of prognostic genes, risk scores, and risk groupings for the 375 SOC samples in the validation set.
Supplementary Table 11 The detailed results of GSVA.
Supplementary Table 12 The 116 miRNA-mRNA relationship pairs.
Supplementary Table 13 The expression of the selected nine prognostic genes in Normal and SOC subgroups.
Supplementary Table 14 96 common lncRNAs.
Supplementary Table 15 35 key miRNA-mRNA relationship pairs.
Supplementary Table 16 The lncRNA-miRNA-mRNA ceRNA network.
Supplementary Table 17 GO analysis.
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