Supplementary Figure 1
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Supplementary Fig. 1: RPA gene expression profile (A, B, C, D). Paired tumor–normal boxplot showing gene expression changes within the same patients. 













Supplementary Figure 2
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Supplementary Fig. 2: Protein expression profile of RPA genes (A, B, C). Protein level expression of RPA1, RPA2, and RPA3 was analysed using CPTAC datasets. Protein data for RPA4 were not available. 








Supplementary Figure 3
[image: ]
Supplementary Fig. 3: Mutational profile of RAD genes. (I, K, M, O) Genetic alteration profiles showing the location, frequency, and type of mutations across a gene’s protein sequence, highlighting mutation hotspots and their positions within functional domains of the RPA proteins. (J, L, N, P) 3D structures of RPA proteins, with alteration sites marked in red dots.






Supplementary Figure 4
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Supplementary Fig. 4: Overall Survival analysis for RPA gene expression across multiple cancer cohorts. Kaplan–Meier plots compare survival outcomes between low (0–50%) and high (50–100%) RPA gene expression groups in various cancer types.






Supplementary Figure 5
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Supplementary Fig. 5: Functional annotation of RPA genes. Gene Ontology and KEGG pathway analysis of A. RPA1, B. RPA2, and C. RPA3. G-Profiler and metaescape was used for this analysis 
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