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Abstract

Objective: To explore the role of COMMD10 gene in the treatment and prognosis of triple-negative
breast cancer (TNBC), we constructed a prognostic model based on COMMD10-related genes. The
model was designed to help assess patient survival and develop a treatment plan. Methods: Data
were obtained from the GEO and TCGA databases, which contain gene expression data and clinical
information of TNBC patients. We first screened 78 genes associated with COMMD10 expression by
Spearman correlation analysis, identified independent prognostic genes, and constructed risk
scores by LASSO multifactorial COX regression analysis. Results: Five key genes were selected for risk
score model construction, and the risk score models constructed based on these genes were able to
classify patients into high-risk and low-risk groups. The model was validated using survival curves
and ROC curves and was found to perform well in both the training and validation sets. Further
analysis revealed significant differences in the degree of immune cell infiltration, expression of im-
mune checkpoint molecules, and chemotherapeutic drug sensitivity between patients in the high-risk
and low-risk groups. Conclusion: These results suggest that the COMMD10-related model can not
only predict the prognosis of TNBC patients, but also provide a basis for personalized treatment.
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Figure 1. Expression of COMMD10 in breast cancer
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Figure 2. Relationship between COMMD10 expression and immune cell infiltration in tumor
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Figure 3. Construction and validation of prognostic model
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Figure 6. Enrichment analysis of the prediction model
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