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Supplementary Figure 8. The relationships of the risk scores between TCGA-AML RNA-seq and microarray data 
using Spearman coefficient. (A) IPRP signature. (B) Unpaired IPRP signature. (C) Pyroptosis signature. (D) IRG 
signature. (E) Autophagy signature. (F) Hypoxia signature. (G) CXCR signature. (H) 24-gene signature. (I) LSC17 
signature. (J) 7-gene signature. (K) pLSC6 signature. (L) PS29MRC signature. Points indicate individual patient 
samples in the TCGA-AML cohort (n=131).
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Supplementary Figure 9. Survival curves of patients in the IPRP high and low-risk groups receiving 
different treatment modalities. (A) The prolonging and curative treatment in the BeatAML cohort. (B) 
Other treatment modalities (palliative care or unknown type) in the BeatAML cohort. (C) The prolonging 
and curative treatment in the FIMM AML cohort. (D) Other treatment modalities (palliative care or 
unknown type) in the FIMM AML cohort. Statistical significance of the survival differences between the 
two treatment groups was assessed with Log Rank test. 
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Supplementary Figure 10. The ROC curves of patients in the IPRP high and low-risk groups receiving 
different treatment modalities. (A) The prolonging and curative treatment in the BeatAML cohort. (B) Other 
treatment modalities (palliative care or unknown type) in the BeatAML cohort. (C) The prolonging and cura-
tive treatment in the FIMM AML cohort. (D) Other treatment modalities (palliative care or unknown type) in 
the FIMM AML cohort. The black diagonal line corresponds to the random classifier (ROC-AUC=0.5). * 
p<0.05 (permutation test). “NA” means there is not enough samples to perform prediction.
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Supplementary Figure 11. The comparison of prognostic accuracy between IPRP 
score (left panels) and 4-factor nomogram including the IPRP score (right panels) 
in 3 test cohorts. The colored curves correspond to different follow-up time points 
in the survival data with ROC-AUC values. The black diagonal line corresponds to 
the random classifier (ROC-AUC=0.5). * p<0.05 (permutation test). 
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Supplementary Figure 14. Mutation analysis in the TCGA-AML and BeatAML cohorts. 
(A) The most frequent cancer gene mutations in the IPRP low and high risk groups in 
TCGA-AML cohort. The Chi-square test was used to compare the frequency of muta-
tions between the two groups of AML patients. (B) TMB differences between the low and 
high risk groups in TCGA-AML cohort. Statistical significance was assessed with the 
Wilcoxon test. (C) Correlation analysis between IPRP score and TMB levels in 
TCGA-AML cohort. Statistical association was assessed with the Spearman correlation 
coefficient (R). (D) The most frequent cancer gene mutations in the IPRP low and high 
risk groups in BeatAML cohort. The Chi-square test was used to compare the frequency 
of mutations between the two groups of AML patients. (E) TMB differences between the 
low and high risk groups in BeatAML cohort. Statistical significance was assessed with 
the Wilcoxon test. (F) Correlation analysis between IPRP score and TMB levels in Beat-
AML cohort. Statistical association was assessed with the Spearman correlation coeffi-
cient (R).
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Supplementary Figure 15. Immune infiltration analysis of immune cells in TCGA-AML patients using 
ssGSEA. Benjamini and Hochberg method was used for adjusting for multiple testing. * adjusted p<0.05.
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Supplementary Figure 16. Cox regression analysis of the 6 established immune sub-
types in the TCGA-AML datasets. Benjamini and Hochberg method was used for adjust-
ing for multiple testing. Red color indicates positive association and blue negative asso-
ciation.



Supplementary Figure 17. TCGA cancer types with significant ROC-AUC values based on the IPRP score. 
* p<0.05, permutation test.
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Supplementary Figure 18. Immune infiltration analysis of immune cells in TCGA-KIRC patients using 
ssGSEA. Benjamini and Hochberg method was used for adjusting for multiple testing. * adjusted p<0.05.
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Supplementary Figure 19. Differences in the IPRP risk score between immunotherapy response 
groups in published datasets. Response differences were assessed with the Wilcoxon test, and 
p-values adjusted with Benjamini and Hochberg method.
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Supplementary Figure 20. Survival differences in the IMvigor and GSE78220 cohorts between the 
risks groups defined based on IPRP score. Survival differences were assessed with Log rank test, and 
p-values adjusted with Benjamini and Hochberg method.
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