Supplemental Table 1. Gene Ontology analysis of 89 overlapping DEGs

GO terms GeneRatio  Count p.adjust
BP humoral immune response 349/18493 10 0.002467333
BP B cell proliferation 91/18493 6 0.002467333
BP leukocyte proliferation 283/18493 9 0.002467333
BP cell chemotaxis 295/18493 9 0.002591478
BP cellular response to tumor necrosis factor 235/18493 8 0.00270804
BP monocyte chemotaxis 64/18493 5 0.00270804
BP bone mineralization involved in bone maturation 11/18493 3 0.00298566
BP negative regulation of bone development 11/18493 3 0.00298566
BP response to tumor necrosis factor 257/18493 8 0.003407588
BP lymphocyte proliferation 264/18493 8 0.003570846
BP mononuclear cell proliferation 266/18493 8 0.003570846
BP mononuclear cell migration 85/18493 5 0.005421627
BP chemokine-mediated signaling pathway 87/18493 5 0.005599111
BP leukocyte chemotaxis 217/18493 7 0.00606826
BP response to chemokine 95/18493 5 0.00641872
BP cellular response to chemokine 95/18493 5 0.00641872
BP glucocorticoid biosynthetic process 18/18493 3 0.00641872
BP ossification involved in bone maturation 18/18493 3 0.00641872
BP bone maturation 20/18493 3 0.008441835
BP leukocyte apoptotic process 107/18493 5 0.00977991
BP negative regulation of immune system process 437/18493 9 0.010704336
BP animal organ maturation 24/18493 3 0.012225896
BP regulation of bone development 24/18493 3 0.012225896
BP lymphocyte chemotaxis 63/18493 4 0.012741324
BP glucocorticoid metabolic process 25/18493 3 0.012741324
BP regulation of lymphocyte activation 472/18493 9 0.015384142
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MF growth factor receptor binding 132/17632 4 0.042231687
MF voltage-gated anion channel activity 18/17632 2 0.043750023

GO; Gene Ontology, DEGs; differentially expressed genes, BP; Biological Process, CC; Cellular Component, MF;

Molecular Function
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Supplemental Figure 1. Prognostic values for overall survival. (A) IL10. (B) XCRI1.
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Supplemental Figure 2. The relationship between hub genes and tumor infiltrating immune cells (B cell, CD4 T cell, CDS8
T cell, neutrphil, macrophage and dendritic cell).



