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hsa05150: Staphylococcus aureus infection
GO:0000041: transition metal ion transport
GO:0046649: lymphocyte activation
GO:0050865: regulation of cell activation
R-HSA-8873719: RAB geranylgeranylation
hsa04621: NOD-like receptor signaling pathway
ko04062: Chemokine signaling pathway
ko05134: Legionellosis
GO:0001878: response to yeast
GO:0006909: phagocytosis
GO:0150076: neuroinflammatory response
GO:0045123: cellular extravasation
GO:0001819: positive regulation of cytokine production
GO:0045088: regulation of innate immune response

R-HSA-6799990: Metal sequestration by antimicrobial proteins
R-HSA-140342: Apoptosis induced DNA fragmentation
R-HSA-156902: Peptide chain elongation
GO:1990266: neutrophil migration
GO:0019730: antimicrobial humoral response
GO:0042119: neutrophil activation
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