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●GO:0002449 lymphocyte mediated immunity

GO:0007159 leukocyte cell−cell adhesion

GO:0050663 cytokine secretion

GO:0002685 regulation of leukocyte migration

GO:0042110 T cell activation

GO:0045785 positive regulation of cell adhesion

GO:0002683 negative regulation of immune system process

GO:0030198 extracellular matrix organization

GO:0043062 extracellular structure organization

GO:0005581 collagen trimer

GO:0002696 positive regulation of leukocyte activation

GO:0031349 positive regulation of defense response

GO:0032103 positive regulation of response to external stimulus

GO:0097529 myeloid leukocyte migration

GO:0030595 leukocyte chemotaxis

GO:0005539 glycosaminoglycan binding

GO:0050867 positive regulation of cell activation

GO:0006909 phagocytosis

GO:0050727 regulation of inflammatory response

GO:0002274 myeloid leukocyte activation

GO:0002253 activation of immune response

GO:0060326 cell chemotaxis

GO:0002443 leukocyte mediated immunity

GO:0002250 adaptive immune response

GO:0001819 positive regulation of cytokine production

GO:0005201 extracellular matrix structural constituent

GO:0050900 leukocyte migration

GO:0009897 external side of plasma membrane

GO:0062023 collagen−containing extracellular matrix

GO:0031012 extracellular matrix
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Top 30 upregulated GO biologic processes enriched with DE genes
 melanoma tumor cells: treated vs. control
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●mmu04620 Toll−like receptor signaling pathway

mmu04020 Calcium signaling pathway

mmu04666 Fc gamma R−mediated phagocytosis

mmu05321 Inflammatory bowel disease (IBD)

mmu05133 Pertussis

mmu05332 Graft−versus−host disease

mmu05416 Viral myocarditis

mmu05330 Allograft rejection

mmu04064 NF−kappa B signaling pathway

mmu00590 Arachidonic acid metabolism

mmu04380 Osteoclast differentiation

mmu04650 Natural killer cell mediated cytotoxicity

mmu05146 Amoebiasis

mmu04672 Intestinal immune network for IgA production

mmu05140 Leishmaniasis

mmu04151 PI3K−Akt signaling pathway

mmu04614 Renin−angiotensin system

mmu04510 Focal adhesion

mmu04512 ECM−receptor interaction

mmu05323 Rheumatoid arthritis

mmu05152 Tuberculosis

mmu04670 Leukocyte transendothelial migration

mmu04145 Phagosome

mmu04062 Chemokine signaling pathway

mmu04610 Complement and coagulation cascades

mmu04640 Hematopoietic cell lineage

mmu04514 Cell adhesion molecules (CAMs)

mmu04974 Protein digestion and absorption

mmu04060 Cytokine−cytokine receptor interaction

mmu05150 Staphylococcus aureus infection
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Top 30 upregulated KEGG pathways enriched with DE genes
 melanoma tumor cells: treated vs. control
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