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Figure S1. Boxplots depicting the correlation of immune cells infiltration with Stem.Sig and TMB. (Mann-
Whitney U test; ns, not significant; *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001)



Sensitivity (TPR)

Sensitivity (TPR)

Hugo 2016 SKCM Van 2015 SKCM Kim 2018 GC

= = | = o
o 7] &%) S é P
AUC: 0.66 (95%Cl: 0.42-0.9) AUC: 0.81 (95%Cl: 0.66-0.95) I_ AUC: 0.69 (95%Cl: 0.5-0.87)
S ____.,I = S !_I
T T T T T T T T T T T T T T T T T T
0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 04 0.6 0.8 1.0
1-Specificity (FPR) 1-Specificity (FPR) 1-Specificity (FPR)
Zhao 2019 GBM Snyder 2017 UC
~ ] ~ ] E
© E ©
S 7] E oS
< ] é < ]
o $ o
AUC: 0.62 (95%ClI: 0.33-0.91) AUC: 0.8 (95%CI: 0.61-0.99)
-—

0.0 0.2 0.4 0.6 0.8 1.0 0.0 0.2 0.4 0.6 0.8 1.0
1-Specificity (FPR) 1-Specificity (FPR)
Hugo 2016 SKCM Van 2015 SKCM
1.00] — Median OS 1.00 Low risk ,\l\ﬂl;drir?gngi

Lowrisk  NA months

== High risk
== High risk 22,07 months 6.2 months

— ~ HR : 3.69
20.75- HR:1.73 20.75- (95%CI: 1.26-10.79)
= (35%(;': ?(‘266121'(6)2) = Log-rank p: 0.0027
e og—ran . UL H .
% %djust FE’: 0.57 .g adjust p: 0.02
2 0501 ------------ '8 0.50
g ! =
2 I 2
8 0.25- | e 8 0.25-
I
1
0.00 1 ! 0.00 -
0 12 24 0 12 24 36 48
Time (Months) Time (Months)
Zhao 2019 GBM Snyder 2017 UC
Median OS
Low risk NA months
1.00 1 == High risk 46.2 months 1.007 Median OS
HR: 2.14 NA months
0.75- (95%Cl: 0.24-19.08) 0.75- 8.33 months
) Log-rank p: 0.4191 )
HR : 4.05

adjust p: 0.50 (95%Cl: 1.25-13.12)
Log-rank p: 0.0053
adjust p: 0.02

OS(probability)
= o
o 8

OS(probability)
5

o
N
o

o
o
S
o
o
S

0 12 24 36 48 0 12 24
Time (Months) Time (Months)

Figure S2. Subgroup analysis of testing set. A. ROC depicting the performance of Stem.Sig
individual testing cohort. B. Kaplan-Meier survival plots of individual testing cohort.
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Figure S3. Correlation plot of Stem.Sig and other stemness signatures. Stem.Sig positively
associated with all stemness signatures except Shats_iPSC, which does not show significantly positive
correlation with any other stemness signature[1-6].
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Figure S4. Association Stem.Sig and expression level of TLS-related genes. TLS score
was calculated as the mean gene expression of TLS-related genes.
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