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Figure S1. ASPN is overexpressed in GC tissues. (A) Box plots showing the elevated expression of ASPN GC tissues compared to normal stomach tissues in the GSE27342 and GSE63089 datasets. An unpaired test was used. (B) IHC data indicating the overexpression of ASPN in GC tissues compared to normal stomach tissues.  
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Figure S2. Enrichment analysis of differentially expressed genes associated with ASPN expression in GC tissues. (A-C) GO analysis results showing the BPs (A), MFs (B), and CCs (C) correlated to differentially expressed genes related to ASPN expression in the TCGA-STAD cohorts. (D) KEGG analysis data indicating the pathways controlled by differentially expressed genes linked to ASPN expression in the TCGA-STAD dataset.
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Figure S3. ASPN is differentially expressed in various GC cell lines. (A) qPCR data showing the mRNA expression of ASPN in the indicated cell lines. (B, C) Western blot results indicating the protein expression of ASPN in the indicated cell lines. (D) qPCR data illustrating the mRNA expression of ASPN in HEK293T cells transfected with shASPN1-3. (E) qPCR results depicting the expression of ASPN in control and ASPN-deficient HGC27 and GCIY cells. (F, G) Western blot data illustrating the expression of ASPN in control and ASPN-deficient HGC27 and GCIY cells. 
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Figure S4. ASPN Links Glycolytic Gene Expression to Patient Survival in Gastric Cancer. (A) Correlation between ASPN expression and the glycolytic genes GLUT3 and GLUT4 based on TCGA database. (B)Correlation between ASPN expression and patient survival in the TCGA cohort.  
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Figure S5. HIF1α Mediates the Regulation of Stemness and Glycolysis by ASPN in Gastric Cancer. (A-D) ASPN deficiency impairs sphere-forming ability in gastric cancer cells, which was rescued by HIF1α overexpression. (E) HIF1α overexpression increases the expression of OCT4, NANOG, MYC, GLUT1, GLUT3, GLUT4, and SCO2 that was reduced by ASPN deficiency. (F) ASPN deficiency reduced HIF1α transcriptional activity under hypoxic conditions, as measured by dual-luciferase reporter assay. 

