Univariate COX regression analysis
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Multivariate COX regression analysis
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Figure S1. Forest plots showing the results of Univariate (A) and
Multivariate (B) Cox regression analysis for seven IRGs in IRSHG.
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Figure S2. ROC curve, Kaplan-Meier survival curve, and Risk score plot

for the test set (A) and validation set (B).



Net benefit

Actual 1-Year Survival

0.05 0.10 015

-0.05 0

B C
o - o - oy ; -
= {8 T i e .
= = ’
0. > @] & > 9] }
=] / 5o 5o
o D o] D |
o - G o =]
i Q Q
= | >|_ =< | >|_ = |
o o) o . w0 o
o 73“ o~ ] p 735 o
o o X (=]
I+ S | I l
o | <o, <o].-
< T T T T T T < T T T T T T = T T T T T T
00 02 04 06 08 10 00 02 04 06 08 10 00 02 04 06 08 10
Nomogram-Predicted Survival Nomogram-Predicted urvival Nomogram-Predicted Survival
E F
iy — r
] = 3 =5 .
- = pSmgemm % g- = pS\agAmm % =h
riskscore o riskscore o
Q | [F]
i Lo 2 o
o - @°
Z S z |
\ o | o
o a7
1 T T T T T T T \ T T T T T \ T T
00 08 0.0 0.2 0.4 0.6 0.8 0.0 0.2 04 06 0.8

02 04 06
Threshold probability

Figure S3. Calibration curve analysis of the 1-year (A), 3-year (B), and 5-
year (C) survival prediction accuracy of the IRSHG-integrated
nomogram. Decision curve analysis (DCA) of 1-year (D), 3-year (E), and
5-year (F) overall survival for the clinical utility evaluation of the
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nomogram.
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Figure S4. Drug-mutation network displaying association between
drugs candidates and corresponding copy number mutations.
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Figure S5. (A) The working principle of ‘signature reversion’-based
computational approach. (B) Correlation between 15902 genes with
IRSHG using Pearson correlation analysis. 300 genes with high
correlation with IRSHG were selected for CMap analysis. (C)
Distribution of CMap scores for 1288 drugs. Top ranked 10 drugs with
lowest CMap scores were illustrated.



