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Figure S1. The Kaplan-Meier curve of ASPH, CBX2, NOTCH3, HDAC6, HDAC11, MAML1 and NCSTN (A-G) in KIRP patients using K-M Plotter database.
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Figure S2. The stage profiles of ASPH, CBX2, NOTCH3, HDAC6, HDAC11 and NCSTN (A-F) in KIRP patients in GEPIA database.
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Figure S3. Integrative analysis of clinical profiles using LinkedOmics database, ASPH (A-D), CBX2 (E-H), NOTCH3 (I-L), HDAC6 (M-P).
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Figure S4. Integrative analysis of clinical profiles using LinkedOmics database, HDAC11 (A-D), MAML1 (E-H), NCSTN (I-L).
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Figure S5. The expression levels of ASPF (A, B), CBX2 (C), NOTCH3 (D, E), HDAC6 (I-L) HDAC11 (F), MAML1 (G)and NCSTN (H) in KIRP.
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Figure S6. Validation of ASPH, NOTCH3, MAML1, NCSTN, HDAC6 on a translational level between normal kidney and KIRP in the Human Protein Atlas database.
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