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Supplementary Figure 1. Gene Ontology (GO) analysis of each subset using cluster-specific genes in U87MG cells.
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Supplementary Figure 2. Gene Ontology (GO) analysis of each subset using cluster-specific genes in U87MG-EGFRvIII cells.
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B Single-cell analysis of U87MG and U87MG-EGFRuvlII cells
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Supplementary Figure 3. The distributions and percentages of U87MG and U87MG-EGFRuvIII cells in each cluster.
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Supplementary Figure 4. Uni- and multivariable Cox analyses were performed to evaluate the role of RAD51AP1 in gliomas
in the TCGA database.
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Supplementary Figure 5. GO and KEGG analyses were employed to profile the pathways of RAD51AP1-related genes in the

CGGA database.
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