A Scale independence B Mean connectivity
18 20 1
< 12 14 0
10
> © 6 A
n 5
E g
g S ) g ©
2 =
S |
5 3 ¢ 8
o _ =
° < Q
a o O
i) % 8 _ 2
3 = <
L= o —
> !
= o 2 o
3] o 3
w 3%
4 5
o |
= o - 67891 12 14 16 18 20
\ \ [ \ \ [ [ \
5 10 15 20 S 10 15 20
Soft threshold (power) Soft threshold (power)

DOI: 10.5360/wjco.v0.i0.0000 Copyright ©The Author(s) 2023.

Supplementary Figure 1 Network topology analysis with different soft threshold power. A: The scale-free fitting index as a

function of the soft threshold power; B: The average connectivity as a function of the soft threshold power.
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Supplementary Figure 2 Module-sample association. Correlation thermography between modular feature genes and samples of
Burkitt lymphoma. Each row corresponds to a module feature, and the column corresponds to a sample. Each cell contains the

correlation and the corresponding P value.
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Supplementary Figure 3 The Protein-Protein Interaction network ranked by the weighted
degree in the yellow co-expression module. Nodes were ordered and sized according to their

degree and edges were sized according to their weight.

Supplementary Table 1 Gene Ontology analysis of the hub genes

Category Term Description Count P value

BP GO: 0006954 Inflammatory response 7 7.29E-09

BP GO: 0071222  Cellular response to lipopolysaccharide 4 7.87E-05

BP GO: 0032735 Positive regulation of interleukin-12 3 1.80E-04
production

BP GO: 0043406 Positive regulation of MAP kinase activity 3 5.97E-04
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BP: Biological processes; CC: Cellular components; GO: Gene ontology; MF: Molecular

functions.



Supplementary Table 2 Kyoto Encyclopedia of Genes and Genomes analysis of the hub

genes
Term Description Count P value
hsa(04061 Viral protein interaction with cytokine and cytokine 4 1.40E-04

receptor

hsa04060 Cytokine-cytokine receptor interaction 5 1.79E-04
hsa05145 Toxoplasmosis 4 1.96E-04
hsa(05162 Measles 4 3.71E-04
hsa(05152 Tuberculosis 4 7.91E-04
hsa(04062 Chemokine signaling pathway 4 9.55E-04
hsa05417 Lipid and atherosclerosis 4 0.00132612
hsa04620 Toll-like receptor signaling pathway 3 0.0054055
hsa05161 Hepatitis B 3 0.01273318
hsa04630 JAK-STAT signaling pathway 3 0.01334125
hsa05169 Epstein-Barr virus infection 3 0.01937427
hsa05205 Proteoglycans in cancer 3 0.01992131
hsa05163 Human cytomegalovirus infection 3 0.02373574
hsa05171 Coronavirus disease-COVID-19 3 0.02513826




