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Supplementary Figure 1. The workflow chart of this study.
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Supplementary Figure 2. WGCNA construction. (A) Clustering dendrogram of 554 samples of MM. Four outlier samples (GSM592558,
GSM592552, GSM592499 and GSM592597) were excluded using the flashclust function of R package “WGCNA”. (B) Heat map showed the
clinical datasets of MM patients.
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Gene significance across modules, p-value=2.5e-130 Gene significance across modules, p-value=9e-251
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Supplementary Figure 3. Distribution of average gene significance and errors in the modules associated with EFS and OS
of MM.
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Supplementary Figure 4. Risk score model for GSE9782. (A) Construction of risk score model using the fifteen-gene expression profile
in MM patients of GSE9782. (A) The selected six-gene risk score distribution of MM patients based on risk score levels. The best cut-off value
was used to divide the patients into two groups. The survival status of all patients was distributed and classified by risk score group. (B) The
expression profiles of six genes in high-risk and low-risk groups. (C) ROC curve for the fifteen-gene risk score model to predict overall survival
of MM patients. AUC was 0.638. (D) Kaplan-Meier analysis of the six-gene risk score model.
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