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Supplementary Figure 1. Multi-cancer analysis of the expression and prognostic role of LAMB1. 
(A) LAMB1 is significantly upregulated in multiple cancer types from TCGA data. (B) Kaplan-Meier 
analysis of the association between LAMB1 expression and OS or DFS in LIHC, CHOL, and COAD 
datasets.
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Supplementary Figure 2 Multi-cancer analysis of biological functions and significant pathway of LAMB1. (A)  Top 20 pathways enriched in the 
KEGG analysis in LIHC, CHOL, and COAD datasets. The red box represents pro-metastatic processes, including focal adhesion, ECM-receptor inter-
action, and cellular junction. (B) GESA analysis of gene signatures of indicated pathways in LIHC, CHOL, and COAD datasets. 
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