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Figure S1, Expression levels of the innate immune pathway across various tumors. For the types of
BRCA, CHOL, COAD, ESCA, LIHC, LUSC and STAD in the TCGA project, the corresponding
normal tissues in the GTEx database were included as controls. The box plot data were supplied.

*P<0.01.

Figure S2, The correlation between differentially expressed innate immune pathway and immune
cell infiltration in cholangiocarcinoma. The correlations between the transcriptional levels of
DDX58 (A), MAVS (B), IKBKE (C), TBK1 (D) and IRF3 (E) with the infiltration of B cells, CD8+
T cells, CD4+ T cells, macrophages, neutrophils, and dendritic cells in cholangiocarcinoma were

shown.

Figure S3, Analysis of differentially expressed genes in correlation with MAVS in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes
correlated with MAVS expression (Pearson test). The significantly positively correlated (B) and
negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with MAVS. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes in

correlation with MAVS.

Figure S4, Analysis of differentially expressed genes in correlation with C6orfl150 in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes
correlated with C6orf150 expression (Pearson test). The significantly positively correlated (B) and
negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with C6orf150. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes

in correlation with C6orf150.

Figure S5, Analysis of differentially expressed genes in correlation with TMEMI173 in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes

correlated with TMEM 173 expression (Pearson test). The significantly positively correlated (B) and
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negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with TMEM173. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes

in correlation with TMEM173.

Figure S6, Analysis of differentially expressed genes in correlation with IKBKE in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes
correlated with IKBKE expression (Pearson test). The significantly positively correlated (B) and
negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with IKBKE. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes in

correlation with IKBKE.

Figure S7, Analysis of differentially expressed genes in correlation with TBKI1 in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes
correlated with TBK1 expression (Pearson test). The significantly positively correlated (B) and
negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with TBK1. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes in

correlation with TBK1.

Figure S8, Analysis of differentially expressed genes in correlation with IRF3 in
cholangiocarcinoma. (A) Volcano plot showing the up-regulated and down-regulated genes
correlated with IRF3 expression (Pearson test). The significantly positively correlated (B) and
negatively correlated (C) genes were shown in heatmaps. (D) Kyoto Encyclopedia Genes and
Genomes (KEGG) pathway analysis of the significantly differentially expressed genes in correlation
with IRF3. (E) Gene ontology (GO) analysis of the significantly differentially expressed genes in

correlation with IRF3.

Figure S9, Analysis of differential expression of the antiviral signaling axis across distinct cellular
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subtypes in cholangiocarcinoma (single-cell transcriptomic dataset GSE142784). TISCH2 analysis
reveals the correlation between antiviral signaling axis expression and immune cell populations in

cholangiocarcinoma.

Figure S10, Expression of IFNA1, IFNB1, MDAS, IFIT2, IRF1 and IRF7 in normal and
intrahepatic cholangiocarcinoma tissues. IHC images demonstrating IFNA1, IFNB1, MDAS, IFIT2,
IRF1 and IRF7 expression in normal liver tissue (left) or intrahepatic cholangiocarcinoma liver

tissue (right).
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