Text S6. Clinical relevance of FOXM1 to breast cancer 
[bookmark: OLE_LINK70][bookmark: OLE_LINK50][bookmark: OLE_LINK53]We found that FOXM1 belonged to an ascending group (Fig 6a), indicating its association with cancer progression. We thereby verified the clinical relevance of FOXM1 by examining the prognostic roles of FOXM1 in breast cancer patients based on GSE7390 dataset (n=196) [1]. A risk score was defined for each patient based on the expression level of FOXM1 according to COX PH model. High expression level of FOXM1 corresponds to high risk, and low expression level of FOXM1 corresponds to low risk. In this way, patients were divided into two groups: high-risk group and low-risk group. The optimal cutoff value of the risk score was determined using the ROC method [2]. Fig 6d-f show the K-M survival curves of patients in high FOXM1 expression group (blue) and low FOXM1 expression group (red) with respect to distant-metastasis-free survival (DMFS; Fig 6d), relapse-free survival (RFS; Fig 6e) and overall survival (OS; Fig 6f), respectively. All these results demonstrated that up-regulation of FOXM1 was significantly associated with the poor prognosis of breast cancer patients, as assessed by log-rank test p values. Furthermore, we performed permutation test of the prognostic power of FOXM1 using a bootstrapping approach. We randomly selected 10000 genes from the whole transcriptome and evaluated the prognostic association of each gene with the RFS using Wald test p value. Among the 10000 “random gene” p values, only 1.46% were less than the p value of FOXM1 (i.e., 0.0018). Therefore, the p value from the permutation test was 0.0146, indicating non-randomness of FOXM1 and verifying the statistical significance of the prognostic power of FOXM1. 
[bookmark: _GoBack]Moreover, we found that FOXM1 expression was associated with the therapeutic responses of breast cancer patients (Fig S6). Breast cancer patients who received endocrine therapy (Fig S6a) or chemotherapy (Fig S6b) were included into the K-M survival analysis. Log-rank test p-value was used to assess the prognostic significance.
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