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Fig. S1
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[bookmark: _Hlk46846259]Fig. S1: The preparation procedures of WGCNA. (A) Removal of 15 outlier samples. The cutheight was set at 100; (B) Cluster dendrogram of remained 337 SOC samples of stage III-IV according to mRNAsi and EREG-mRNAsi; (C) Determination of soft threshold and inspection of scale-free network.
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Fig. S2-part2
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[bookmark: _Hlk49368539][bookmark: OLE_LINK3]Fig. S2: The expressional validation of the selected key genes in a dataset (SRA553822: SRS2119548) of cultured human embryonic stem cells from the PanglaoDB database at single cell transcriptome level. (A) Clustering of the single cells in the dataset (including 6501 single cells). (B-N) The expression level and distribution of the selected key genes in the single cell-sequencing dataset. Each spot in the t-SNE plots represents an individual cell with positive expression of the certain gene among the single cells included in the dataset. The depth of the red color represents the expression level of the corresponding gene. The deeper the color, the higher the expression level of the gene.













Fig. S3-part1
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Fig. S3-part2
[image: ]
Fig. S3: The expressional validation of the selected key genes in a dataset (SRA634975: SRS2724913) of human ovarian tumor from the PanglaoDB database at single cell transcriptome level. (A) Clustering of the single cells in the dataset (including 2262 single cells). (B-N) The expression level and distribution of the selected key genes in the single cell-sequencing dataset. Each spot in the t-SNE plots represents an individual cell with positive expression of the certain gene among the single cells included in the dataset.

[bookmark: _Hlk46846565]













Fig. S4
[bookmark: _Hlk46847364][bookmark: _Hlk49369575][bookmark: _Hlk48312862][image: ]Fig. S4: The OS curves of 4 key genes with significant prognostic value of overall survival time analyzed on 936 SOC patients of stage III-IV treated with chemotherapy containing platin. p<0.05 indicates statistical significance.














Fig.S5
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[bookmark: _Hlk46846752]Fig. S5: The OS curves of 5 key genes with significant prognostic value of overall survival time analyzed on 572 SOC patients of stage III-IV treated with chemotherapy containing both platin and taxol. p<0.05 indicates statistical significance.
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