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Supplementary Figure 5. Survival Analysis of BASPI, KIF2C, and LMNBI in Metastatic ccRCC Patients
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Figure S5. Kaplan—Meier curves for overall survival (OS) and disease-specific survival (DSS) stratified by the expression of BASPI, KIF2C, and LMNBI in patients with metastatic

clear cell renal cell carcinoma (ccRCC) from the TCGA cohort. Patients were divided into high and low expression groups based on the median transcript level of each gene. Although

each gene showed significant ROC performance in earlier analyses, only one of the two survival endpoints (OS or DSS) reached statistical significance in each case, thereby limiting

their utility as robust prognostic markers. (A—B) BASP1, (C-D) KIF2C, and (E-F) LMNBI.



