Supplementary material:
[image: ] Figure S1. Metabolic shifts in glioma cells with or without irradiation. A, B The score plot of the supervised orthogonal partial least squares discriminant analysis (OPLS-DA) of metabolomic analysis. C The volcano plot of metabolomics (VIP > 1). The x-axis is the log2 for fold change (FC), and the y-axis is the -Log10 for p-value. D The proportion of subclasses of all differentially expressed metabolites (VIP > 1 and p-value < 0.05).
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Figure S2. Functional enrichment analysis. A Circular circFOXO3-microRNA regulatory network. Red represents microRNAs. B The secondary structure of circFOXO3 were presented, significantly enriched Gene Ontology terms. C CircFOXO3 could bind to 8 RNA-binding proteins (RBPs) by circAtlas and CircRNA Interactome. D Kyoto Encyclopedia of Genes and Genomes pathway enrichment analysis of those RBPs. GO, Gene Ontology; BP, Biological Process; CC, Cellular Component; MF, Molecular Function; GABA-ergic, gamma-aminobutyric acidergic.
Table S1. The binding miRNAs of circFOXO3.
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Superclass

Lipids and lipid-like molecules 26.854%

Organic acids and derivatives 22.421%

Undefined 12.276%

Organoheterocyclic compounds 11.253%

Organic oxygen compounds 7.332%

Nucleosides, nucleotides, and analogues 6.65%

Benzenoids 6.053%

Phenylpropanoids and polyketides 3.836%

Organic nitrogen compounds 2.643%

Alkaloids and derivatives 0.341%

Nucleosides nucleotides and analogues_Organoheterocyclic compounds 0.085%
Organohalogen compounds 0.085%

Organoheterocyclic compounds_Nucleosides nucleotides and analogues 0.085%
Organosulfur compounds 0.085%
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