
Supplementary Table S2. Functional Enrichment Analysis of the CXCL9-Centered Interaction Network.
Function FDR Genes in network Genes in genome
cytokine activity 4.56E-39 17 45
chemokine receptor binding 7.98E-37 17 60
cellular response to chemokine 2.63E-33 16 64
response to chemokine 1.29E-32 16 71
cytokine receptor binding 9.07E-30 18 214
granulocyte chemotaxis 9.07E-30 16 105
granulocyte migration 1.08E-28 16 123
myeloid leukocyte migration 1.90E-28 17 183
leukocyte chemotaxis 3.29E-28 17 190
G protein-coupled receptor binding 6.15E-28 17 198
leukocyte migration 7.90E-28 18 281
neutrophil migration 7.98E-28 15 98
cell chemotaxis 3.04E-27 17 220
mononuclear cell migration 1.16E-20 12 88
lymphocyte migration 1.90E-20 12 92
response to interferon-gamma 8.94E-14 10 139
T cell migration 1.85E-13 8 49
lymphocyte chemotaxis 3.68E-12 7 35
response to tumor necrosis factor 1.64E-11 10 236
eosinophil migration 2.53E-11 6 20
response to interleukin-1 2.93E-11 9 159
regulation of leukocyte migration 3.93E-11 9 165
antimicrobial humoral response 4.25E-11 8 97
regulation of chemotaxis 6.83E-11 9 177



regulation of leukocyte chemotaxis 7.51E-11 8 105
CCR chemokine receptor binding 1.15E-10 6 26
regulation of ERK1 and ERK2 cascade 3.70E-10 9 216
positive regulation of leukocyte chemotaxis 5.23E-10 7 73
regulation of GTPase activity 5.23E-10 9 227
response to lipopolysaccharide 5.23E-10 8 135
cellular response to molecule of bacterial origin 5.99E-10 8 139
ERK1 and ERK2 cascade 7.51E-10 9 238
cellular response to biotic stimulus 1.85E-09 8 161
calcium ion transport 2.68E-09 9 276
regulation of lymphocyte migration 5.12E-09 6 49
positive regulation of leukocyte migration 6.21E-09 7 106
positive regulation of chemotaxis 6.21E-09 7 106
response to molecule of bacterial origin 7.53E-09 8 195
humoral immune response 7.97E-09 8 197
regulation of lymphocyte chemotaxis 1.06E-08 5 22
positive regulation of calcium ion transport 4.41E-08 6 71
positive regulation of lymphocyte migration 6.44E-08 5 31
regulation of T cell migration 1.03E-07 5 34
regulation of calcium ion transport 1.20E-07 7 165
negative regulation of sequestering of calcium ion 1.31E-07 6 86
sequestering of calcium ion 1.44E-07 6 88
regulation of sequestering of calcium ion 1.44E-07 6 88
regulation of granulocyte chemotaxis 2.80E-07 5 42
positive regulation of ion transport 3.00E-07 7 191
calcium ion transmembrane import into cytosol 3.75E-07 6 104



T cell chemotaxis 4.99E-07 4 15
calcium ion transport into cytosol 9.03E-07 6 121
regulation of cytosolic calcium ion concentration 1.6173E-06 7 246
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regulation of antigen processing and presentation
0.02158925
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regulation of T-helper 1 type immune response
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FDR, false discovery rate.


