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Supplementary Figures
[bookmark: _heading=h.uwq4w7uqxz8z]Figure legends
[bookmark: _heading=h.30j0zll]Fig. S1: The principal component analysis (PCA) plot of samples (mRNAseq_693 dataset) retrieved from the CCGA dataset
Fig. S2: Hierarchical tree clustering between control and different glioma grades
Fig. S3: Box-plot analyses of five hub genes a) TP53 b) SRC c) CDK1 d) UBA52 e) UBB using GEPIA2 server tool. GBM tissues (n = 163) and LGG tissues (n = 518) are represented in blue color and noncancerous tissues present in both GBM and LGG tissues are represented in grey (n = 207); a red asterisk denotes a p-value <0.01
Fig. S4: Top fold enrichment pathways analysis of (a) Biological process (b) Cellular Component (c) Molecular functions and (d) KEGG 
Fig. S5: Schematic illustration of (a) mitophagy and (b) cell cycle pathway generated using ShinyGO. The overexpressed genes are highlighted in red color
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[bookmark: _heading=h.3znysh7]Fig. S1: The principal component analysis (PCA) plot of samples (mRNAseq_693 dataset) retrieved from the CCGA dataset.
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Fig. S2: Hierarchical tree clustering between control and different glioma grades of average samples.
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Fig. S3: Box-plot analyses of five hub genes (a) TP53 (b) SRC (c) CDK1 (d) UBA52 (e) UBB using GEPIA2 server tool. GBM tissues (n = 163) and LGG tissues (n = 518) are represented in blue color and noncancerous tissues present in both GBM and LGG tissues are represented in grey (n = 207); a red asterisk denotes a p-value <0.01.
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Fig. S4: Top fold enrichment pathways analysis of (a) Biological process (b) Cellular Component (c) Molecular functions and (d) KEGG
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Fig. S5: Schematic illustration of (a) mitophagy and (b) cell cycle pathway generated using ShinyGo. The lower expressed genes are highlighted in red color.
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