Supplementary

Table S1 Pyroptosis-related genes

Gene Type

CASP6 Pyroptosis
GPX4 Pyroptosis
GSDMD Pyroptosis
IL18 Pyroptosis
AIM2 Pyroptosis
CASP8 Pyroptosis
GSDMA Pyroptosis
GSDMC Pyroptosis
NLRC4 Pyroptosis
NLRP2 Pyroptosis
NLRP6 Pyroptosis
NOD1 Pyroptosis
PJVK Pyroptosis
PRKACA Pyroptosis
SCAF11 Pyroptosis
TNF Pyroptosis
BAK1 Pyroptosis
CASP1 Pyroptosis
CHMP2A Pyroptosis
CHMP3 Pyroptosis
CHMP4B Pyroptosis
CHMP6 Pyroptosis
CYCS Pyroptosis
HMGB1 Pyroptosis
IRF1 Pyroptosis
TP53 Pyroptosis
CASP5 Pyroptosis
ELANE Pyroptosis
GSDME Pyroptosis
IL1B Pyroptosis
CASP3 Pyroptosis
CASP9 Pyroptosis
GSDMB Pyroptosis
IL6 Pyroptosis
NLRP1 Pyroptosis
NLRP3 Pyroptosis
NLRP7 Pyroptosis
NOD2 Pyroptosis
PLCG1 Pyroptosis
PYCARD Pyroptosis
TIRAP Pyroptosis
GZMA Pyroptosis
BAX Pyroptosis
CASP4 Pyroptosis
CHMP2B Pyroptosis
CHMP4A Pyroptosis
CHMP4C Pyroptosis
CHMP7 Pyroptosis
GZMB Pyroptosis
IL1A Pyroptosis
IRF2 Pyroptosis
TP63 Pyroptosis
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Figure S1 Overall survival curve of pyroptosis-related DEGs. (A-AA) Overall survival curve of pyroptosis-related DEGs in the survival
analysis. DEGs, differentially expressed genes.

© Translational Cancer Research. All rights reserved. https://dx.doi.org/10.21037/tcr-23-922



T cell activation
mononuclear cell

differentiation 7
regulation of immune
effector process

leukocyte cell-cell adhesion 7
lymphocyte differentiation
regulation of T cell |

tivation
leukocyte proﬁi?eration 4

regulation of leukocyte
cell-cell adhesion

mononuclear cell proliferation -
lymphocyte proliferation -

dg

Count

external side of plasma

memBrane'
secretory granule mémprane

endocytic vesicle A

membrane raft

membrane microdomain -
tertiary granule -

endocytic vesicle membrane -
immunological synapse A
MHC protein complex 4

MHC class Il protein complex 4

0%

@ s
@

qvalue

o))

1e-07
2e-07

3e-07

signaRRgHS BN AR |
cytokine receptor t%%t(li\llr% 1
cytokine activity 4

immune receptor activity -
cytokine binding 4

cytokine receptor activity 1
chemokine receptor binding 4
chemokine activity A

MHC protein complex binding -

4e-07

El

B

0.10

Gene Ratio

0.15

Cytokine—cytokine receptor |

. . ._interaction
Chemokine sqnallng pathway -
Cell adhesion moleculés |

Viral protein interaction

with cytokine and cytokine receptor -

Hematopoietic cell lineage -

Human T-cell leukemia virus |

1, infectiol

Influenza'A |

Epstein—Barr virus infection |

Rheumatoid arthritis |

Phagosome -
Staphylococcusgaureus

infection

Tu bercﬁ%gls 1

Th17 cell differentiation -

Th1 and Th2 cell differentiation |

Natural killer cell mediated |

T cell receptor signaling |

Osteoclast differgr?ttiténg 1
Leishmaniasis A

NP KRR RaP AL PRtV |
Inflarp matdgy '.g@m)%ﬁo(ﬂggggg ]
ntigen’processing and |

resentation
Graﬂ—versus—ﬁos?dlsease 1

T | diabet llitus 4
Complgr%%ntdé%%ec%%&?atlltgﬁ ]
AllograftC raesj(e:%ggﬁ 1
Autoimmune thyroid disease -
Viral myocarditis -

Primary immunodeficiency q
Malaria -

80

qvalue

2e-08
4e-08

6e-08

0.08

Gene Ratio

0.12

Figure S2 Immunological pathway analysis. (A) Bubble diagram of Gene Ontology (GO) pathways; (B) bubble diagram of Kyoto
Encyclopedia of Genes and Genomes (KEGG) pathways.
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Figure S3 Analysis of prognostic models. (A) Protein-protein interaction (PPI) diagram of prognostic pyroptosis-related differentially
expressed genes (DEGs); (B) LASSO regression graph of the prognostic model; (C) Lambda. minimum as the critical value of the prognostic
model; (D) Sanggi diagram of the prognostic model; (E) aurvival curve of all groups; (F) receiver operating characteristic (ROC) curve of all
groups. AUC, area under the curve.
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>
vy}

9 - ' L] 1
® High risk \ & o |® Dead \
o - ® Low Risk ' £+ 7 e Alve |
| ° g 1
o 2
o . .
§ ! ,g ® 1
g’ ! i Qo0 % %0 ° I Qe °
' S0 Ny eqee0e® .'¢0 ol a Y o
® ° . MU S.. o *
°
o ° U o"'+¢'. ...~~....V
T T T T T T T T T T T T
0 20 40 60 80 100 0 20 40 60 80 100
Patients (increasing risk score) Patients (increasing risk score)
C o | D
- risk W High risk Ml Low risk
© 1.00
g
al
Z o5 -
© K
Q . — E-
2 e g. 0.50
c 2
g = 3 025
o p<0.001
~ 0.00
5 = . 0 1 2 3 4 5 3 7 8
° e = AUC at 1 year: 0.797 Time(years)
L’ = AUC at 3 years: 0.818
o |} = AUC at 5 years: 0.811
S % High nski 48 34 24 18 15 11 4 0 0
T T T T T T ‘= Lowriskd 49 45 41 39 37 25 10 0 0
0 T 2 3 4 5 6 7 8
0.0 0.2 04 0.6 0.8 1.0 Time(years)

1-Specificity
Figure S5 External validation of GEO data. (A) Risk curve of survival-related genes in the validation group; (B) survival state diagram of the
survival-related genes in the validation group; (C) ROC curve of the validation group; (D) survival curve of the validation group. AUC, area

under the curve; GEO, Gene Expression Omnibus; ROC, receiver operating characteristic.
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Figure S6 Analysis of the immune microenvironment of the prognostic models. (A) Correlation graph between the risk score and each

immune cells; (B) differential analysis of tumor immune microenvironment. TME, tumor microenvironment.
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Figure S7 Analysis of differences in drug sensitivity. (A-
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7) Analysis of differences in drug sensitivity between the high- and low-risk groups.
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