[image: ] Figure S1. Validation of the expression levels of the core hub genes in an external dataset. (A-E) Expression levels of UCHL1, ME1, SLC2A1, BMP4, and CRABP2 in the GSE19407 dataset. *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001.
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Figure S2. GSEA of each core hub gene based on the "KEGG pathway" gene set. (A) GSEA of UCHL1. (B) GSEA of ME1. (C) GSEA of SLC2A1. (D) GSEA of BMP4. (E) GSEA of CRABP2.
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