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Supplementary Figure S2. (A) Heat map illustrating the top 50 genes that exhibit negative correlation with
MBL2. (B-C) Significantly enriched KEGG pathways and transcription factor targets of the genes coexpressed
with MBL2 in HCC. (D) Pathway activation chart. Green lines show top 10 most strongly activated pathways
(ordered top to bottom), red lines show top 10 most strongly inhibited pathways (ordered bottom to top).
Thickness is proportionate to absolute value of PAL. (E) Analysis of differential expression of apoptosis-related
biomarkers between distinct MBL2 expression cohorts in the TCGA-LIHC dataset.

MBL2, mannose-binding lectin 2; KEGG, Kyoto Encyclopedia of Genes and Genomes; TCGA-LIHC, The
Cancer Genome Atlas-Liver Hepatocellular Carcinoma
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