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Supplementary Fig. 1 AQP7 has prognostic value for PFI and diagnostic value for ccRCC. (A) A constructed nomogram for the prediction of ccRCC 3-year and 5-year PFIs after diagnosis. The nomogram is used by summing all points identified on the scale for each variable. The total points projected on the bottom scales indicate the probabilities of 3- and 5-year PFIs. (B and C) Calibration curves of the nomogram for predicting 3-year (B) and 5-year (C) PFI, with the actual and predicted probability being graphed against one another. (D) ROC curves and AUC for the predictive nomogram to predict PFI probability within 3 years and 5 years. (E and F) ROC curves and the AUC method were used to estimate the ability of AQP7 expression levels to diagnose ccRCC in the TCGA (E) and GSE36895 (F) databases.
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Supplementary Fig. 2 GSEA of the cohorts with low and high AQP7 expression. (A-F) Lipid metabolism-associated pathways were enriched in the TCGA cohort with high AQP7 expression by GSEA. (G-I) Cancer, P53 signaling and cell cycle pathways were enriched in the TCGA cohort with low AQP7 expression by GSEA.
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Supplementary Fig. 3 AQP7 overexpression promotes lipid metabolism via the PPARα signaling pathway. (A and B) The mRNA expression levels of 8 lipid metabolism-related PPARα target genes, including CPT1A, PDK4, ACOX1, EHHADH, ACOT1, FABP1, HMGCS1, and ACAT1, were analyzed by qPCR in AQP7-overexpressing 786-O (A) and A498 (B) cells. (C and D) Western blotting analysis of CPT1A expression levels in AQP7-overexpressing 786-O (C) and A498 (D) cells. (E) Correlation analysis of AQP7 and 8 lipid metabolism-related PPARα target genes (in Supplementary Fig. 3A). Both P values and correlation coefficients are marked. (F and G) The relative contents of TGs and glycerol were analyzed after treatment with GW6471 in AQP7-overexpressing 786-O (F) and A498 (G) cells. *, P < 0.05.


[image: ]
Supplementary Fig. 4 G1-related proteins are downregulated in A498 cells transfected with AQP7 lentivirus. (A) Western blotting analysis of cyclin D1 and CDK4 in A498 cells transfected with AQP7 lentivirus. (B) Quantitative analysis of cyclin D1 and CDK4 proteins relative to Supplementary Fig. 4A. *, P < 0.05.
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