Supplementary Table S4. Functional Enrichment Analysis of the LTA-Centered Interaction Network.

Function FDR Genes in network Genes in genome
cellular response to tumor necrosis factor 4.80E-21 14 159
response to tumor necrosis factor 4.80E-21 15 236
tumor necrosis factor receptor superfamily binding 6.31E-07 5 29
I-kappaB kinase/NF-kappaB signaling 1.34365E-05 7 230
positive regulation of apoptotic process 7.51222E-05 6 171
positive regulation of leukocyte cell-cell adhesion 0.000106764 6 187
positive regulation of cell-cell adhesion 0.000215598 6 216
regulation of leukocyte cell-cell adhesion 0.000437031 6 254
regulation of T cell activation 0.000437031 6 252
ubiquitin-like protein ligase binding 0.000516162 6 266
leukocyte cell-cell adhesion 0.000558528 6 274
tumor necrosis factor-mediated signaling pathway 0.000584609 4 57
extrinsic apoptotic signaling pathway 0.000584609 5 146
positive regulation of cell adhesion 0.000732313 6 299
lymphocyte proliferation 0.002279024 5 198
mononuclear cell proliferation 0.002279024 5 202
regulation of |I-kappaB kinase/NF-kappaB signaling 0.002279024 5 203
cytokine receptor binding 0.002788556 5 214
positive regulation of lymphocyte activation 0.002938308 5 221
leukocyte proliferation 0.002938308 5 221
positive regulation of leukocyte activation 0.005844602 5 257
positive regulation of cell activation 0.006241366 5 263
T cell proliferation 0.008247506 4 129
JNK cascade 0.010026742 4 137
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FDR, false discovery rate.



