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Figure S1

Nine IRF family genes (IRF1-9) and 33 tumours
were included in this study

Expression pattern of IRF family genes in
pan-cancer and its prognostic analysis

Landscape of genetic variation and DNA
methylation modifications in IRFs

IRF family-related INcRNA and miRNA
regulation

Calculation of IRF-score and assessment of its
expression profile and prognostic performance
in pan-cancer

Analysis of IRF-score-related pathways and
its functions

ssGSEA,
Immuno-infiltration analysis of the IRF-score Cibersort,
Estimate
e . GDSC,
Targeted drug sensitivity analysis Cellminer

Analysis of immunotherapy response

TMB, MSI, PD-L1,
TiDE, DNAss,
RNAss, IPS

Figure S1 Flowchart of this work.
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Figure S2 Expression and survival profiles of IRFs in pan-cancer. A-B. Heat map of IRF family
gene expression signatures in GTEx (A) and CCLE (B) dataset. C-E. Survival analysis of IRF,
including disease-specific survival (C), disease free survival (D) and progression free survival

(E).
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Figure S3 Single nucleotide variation (SNV) frequency, CNV and methylation of IRFs. A.
Frequency of mutations in the IRF family. The numbers represent the number of samples with
the corresponding mutated IRF in respective tumors. B. Correlation of CNV with mRNA
expression. (Person correlation coefficient). The size of the dots represents statistical
significance. C. Correlation of methylation with mRNA expression. The size and colour of the
dots represent correlation. Orange represents negative correlation; blue represents positive

correlation.
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Figure S4 Survival and clinical analysis of IRF-score in pan-cancer. A. Kaplan-Meier analysis
of survival differences in IRF-score in pan-cancer. B. Scatter plot of the distribution of DSS,
DFS and PFS with IRF score in LUAD and UCEC patients. C. Boxplots of IRF-score between
different characteristics in pan-cancer patients, including patient age, stage, grade, T and M.
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Figure S5 Pathway and immuno-infiltration analysis of IRF scores in pan-cancer. A. Infiltration
abundance of each pathway score (ssGSEA) in two IRF scoring groups in pan-cancer. B.
Results of ESTIMATE calculations in two IRF score groups in pan-cancer, including stromal
score, immune score and estimate score.
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Figure S6 ssGSEA and Cibersort analysis of IRF scores in pan-cancer. A. Infiltration
abundance of each immune cell in two IRF scoring groups in pan-cancer(ssGSEA). B-L. Ratio
of infiltration of each immune cell in both IRF scoring groups in pan-cancer (Cibersort).



Figure S7

Figure S7 Correlation between IRFscore and drug sensitivity and TMB. A. Alluvial plots show
the sensitivity distribution of different drugs in pan-cancer in two subgroups. B. Kaplan-Meier
curves for high and low TMB groups in pan-cancer. C. Kaplan-Meier curves for patients
stratified by TMB and ICI scores in pan-cancer.



Flgure S8

Type B8 Hoh B Low
i Bl
AReARAr L
@"ﬁ;@’ﬁé’éécﬁ;é’f F8d7855088858

Type B8 Hon B Low

Figure S8 Correlation between IRF-score and immune checkpoints and tumor stem cells. A.
Heat map of the correlation between IRF-score and immune checkpoints. B. Differences in
DNAss distribution among high and low IRF score groups in pan-cancer. C. Differences in
RNAss distribution among high and low IRF score groups in pan-cancer.



