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Fig. 1 Protein-protein interaction network of the 332 DEGs identified in breast cancer liver metastasis. Each node represents one gene, and the edges between nodes represent interactions. Blue and red indicate down- and up-regulated DEGs, respectively. PPI: protein-protein interaction
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Fig. 2 DEGs of BC liver metastasis identified from GSE58708. a volcano plot of the 683 DEGs, including 410 up-regulated and 273 down-regulated genes, blue indicates down-regulated DEGs, red indicates up-regulated DEGs, the cut-off criteria is adj.P.Val < 0.05 and |log2FC|>2.0. b Heatmap of the DEGs, blue indicates down-regulated DEGs, red indicates up-regulated DEGs. DEGs: differentially expressed genes
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Fig. 3 Validation of the SPARCL1 expression in liver metastasis and BC tissues. a The expression of SPARCL1 between liver metastasis and primary tissues in GSE58708. b The expression of SPARCL1 between BC tissues and normal tissues in TCGA. Metastasis: liver metastasis of BC, primary: primary tumor of BC, NT: normal tissue, BRCA: breast carcinoma, p.adj: adjusted p-value
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