Supplemental Figure 2
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G0:0006954 inflammatory response hsa04060: Cytokine-cytokine receptorinteraction
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hsa04650: Natural killer cell mediated cytotoxicity
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G0:0002376 immune system process
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G0:0009611 response to wounding hsa04062: Chemokine signaling pathway
(79 genes, P = 3.78E-24) X
hsa04514: Celladhesion molecules (CAMs)
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hsa04620: Toll-like receptor signaling pathway
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G0:0006968 cellular defense response hsa04630: Jak-STAT signaling pathway
(26 genes, P = 2.36E-17)
hsa05332: Graft-versus-host disease
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G0:0042110 T cell activation
(51 genes, P = 3.30E-36)
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G0:0001817 cytokine production hsa05330: Allograftrejection
(48 genes, P = 2.35E-24)
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