HUMAN BIOLOGY
2024,VOL. 94,ISSUE 3

SUPPLEMENTARY INFORMATION

OPEN 8ACCESS

Diverse Cell Death Signature Based Subtypes Predict the Prognosis and
Immune Characteristics Within Glioma

Lin Wang!, Jia Song?, Jing Xi?, Yidan Qinl, Jia Lf!, Yajuan Sun!, Hui Jir!, Jiajun Chen?.#, Zigian Wang?, #

Supplementary Description

200-

150-

—logl10(adj.P.Value)

|
|
|
|
|
|
|
|
|
|
)
100- . 9
|
1
J

00 25 50

0g2(Fold Change)

C KEGG TOP10 enrichment

Lysosome+
Legionellosis+

Osteoclast differentiation
Ferroptosis

Lipid and atherosclerosis+
Rheumatoid arthritis-
Apoptosis

Tuberculosis1

NF-kappa B pathway
Cytokine—cytokine receptor
interaction

00 25 50 75 100 125

Count

threshold

» Down
Not

L] Up

pvalue

le-04
2e-04
3e-04
4e-04
Se-04

B

regulation of apoptotic |

signaling pathway

regulation of autophagy {

myeloid leukocyte activation
myeloid cell activation |

involved'in immune response

lysosome localization

vacuolar localization-
leukocyte activation |

mvolvefd in immune reﬂm 5¢
cell activation involved in

Immuné I'CSiJDﬂSE

mast cell degranulation 1
mast cell activation |

involved in immune response

secretory granule membrane+
vacuolar membrang 4
phagocytic vesicle
Iysosomal membrane+

Iytic vacyo

acrophage migration
mhrrlntor) %

Vacuolar lumen-
membrane raft -

membrane microdomain+
cytoplasmic side of |

lysosomal membrane

peptidase activator activity{
peptidase regulator activity 1
cytokine binding 1

- coreceptor activity
peptidase activator activity |

involved in apoptotic process

cytokine receptor activity 1
phospholipase binding 1
C-X3-C chemokine binding+

lipoteichoic acid binding
pattern recognition receptor |

activity

le membrane+
torr ce 0r-

TOP10 GO enrichment

d¥

20

AN

[l

Count

[—
=1

pvalue

le-04
2e-04
3e-04
4e-04

Figure S1: Differential expression analysis and functional enrichmentanalysis of PCD genes. (A) The volcano plot
showing the PCD genes differentially expressed in glioma. (B-C) GO (B) and KEGG (C) enrichment analyses.
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Figure S2: PPI network of differentially expressed PCD genes. (A) PPI network of differentially expressed PCD
genes. (B-F) TOP20 gene networks by using MCC, MNC, Degree, EPC, and Closeness algorithms. (G) The upset
plot of the key differentially expressed PCD genes.
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