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Figure S1. SPP1 expression and functional enrichment of SPP1-related genes
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(A) Expression of SPP1 in paired samples from XENA-TCGA_GTEx. Wilcoxon rank-sum

test. (B) Western blot showing the protein levels of SPP1 between GC and

paired adjacent normal tissues. T, Tumor; N, Normal. (C) Bar plots showing the functional

enrichment between the SPP1-High and SPP1-Low groups. (D) Dot plot showing the GO

and KEGG analysis results of SPP1-predicted target genes.



