
Allograft rejection
Antigen processing and presentation

Chemokine signaling pathway
Cytokine−cytokine receptor interaction

Epstein−Barr virus infection
Graft−versus−host disease
Hematopoietic cell lineage

Inflammatory bowel disease (IBD)
Influenza A

Leishmaniasis
Osteoclast differentiation

Phagosome
Rheumatoid arthritis

Staphylococcus aureus infection
Th1 and Th2 cell differentiation

Th17 cell differentiation
Tuberculosis

Type I diabetes mellitus
Viral myocarditis

Viral protein interaction with
cytokine and cytokine receptor
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KEGG pathway (Up-regulated genes)

T cell activation
cellular response to interferon−gamma

leukocyte cell−cell adhesion
leukocyte chemotaxis

leukocyte proliferation
lymphocyte differentiation

myeloid leukocyte migration
negative regulation of immune system process

positive regulation of leukocyte cell−cell adhesion
positive regulation of T cell activation

positive regulation of cell adhesion
positive regulation of cell−cell adhesion

positive regulation of cytokine production
regulation of T cell activation

regulation of cell−cell adhesion
regulation of leukocyte cell−cell adhesion

regulation of leukocyte differentiation
regulation of leukocyte proliferation

regulation of response to biotic stimulus
response to interferon−gamma
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Arginine and proline metabolism
Ascorbate and aldarate metabolism

Axon guidance
Bile secretion

Carbon metabolism
Fat digestion and absorption

Fatty acid degradation
Glycerolipid metabolism

Glycolysis / Gluconeogenesis
Glyoxylate and dicarboxylate metabolism

Mineral absorption
PPAR signaling pathway

Peroxisome
Primary bile acid biosynthesis

Protein digestion and absorption
Proximal tubule bicarbonate reclamation

Pyruvate metabolism
TGF−beta signaling pathway

Vitamin digestion and absorption
Wnt signaling pathway
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KEGG pathway (Down-regulated genes)

carboxylic acid biosynthetic process
carboxylic acid catabolic process

carboxylic acid transport
cellular lipid catabolic process
epithelial tube morphogenesis

fatty acid catabolic process
fatty acid metabolic process

gland development
lipid catabolic process

lipid localization
monocarboxylic acid catabolic process

monocarboxylic acid transport
organic acid biosynthetic process

organic acid catabolic process
organic acid transport

organic hydroxy compound catabolic process
pattern specification process

small molecule catabolic process
somite development

steroid metabolic process
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