GO:0002274:myeloid leukocyte activation
0 :positive regulation of i production
GO:0072173:metanephric tubule morphogenesis
GO:0002076:0steoblast development
GO:0043117:positive regulation of vascular permeability
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Cellular Component
GO:0009897:external side of plasma membrane
G0:0097038:perinuclear endoplasmic reticulum
G0:0000118:histone deacetylase complex
G0:0016363:nuclear matrix
GO:0034399:nuclear periphery

Molecular Function
GO:0004896:cytokine receptor activity
GO:0019955:cytokine binding
GO:0140375:immune receptor activity
G0:0050135:NADP+ nucleosidase activity
G0:0061809:NAD+ nucleotidase, cyclic ADP-ribose generating
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Biological Process

" GO: o regulation of i production
= G0:0072173:metanephric tubule morphogenesis

= G0:0002274:myeloid leukocyte activation

= GO F K6-linked ubiquitinati

= G0:0002076:0steoblast development

Cellular Component
= G0:0140268:endoplasmic reticulum-plasma membrane contact site
1 G0:0097038:perinuclear endoplasmic reticulum
= GO:0009897:external side of plasma membrane
» G0:0005925:focal adhesion
W GO:0030055:cell-substrate junction

Molecular Function

1 GO:0004896:cytokine receptor activity
1 GO:0019955:cytokine binding

I G0:0140375:immune receptor activity
©* G0:0050135:NADP+ nucleosidase activity
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Biological Process
= GO:0002274:myeloid leukocyte activation
= G0:0032754:positive regulation of interleukin-5 production
= G0:0072173:metanephric tubule morphogenesis
= GO:0002076:0steoblast development
= G0:0043117:positive regulation of vascular permeability

Cellular Component
G0:0009897:external side of plasma membrane
G0:0097038:perinuclear endoplasmic reticulum
G0:0000118:histone deacetylase complex
G0:0016363:nuclear matrix
G0:0034399:nuclear periphery

Molecular Function

G0:0004896:cytokine receptor activity

GO:0019955:cytokine binding

GO:0140375:immune receptor activity

G0:0050135:NADP+ nucleosidase activity

G0:0061809:NAD+ nucleotidase, cyclic ADP-ribose generating
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KEGG

hsa04060:Cytokine-cytokine receptor interaction

hsa05120:Epithelial cell signaling in Helicobacter pylori infection
hsa04061:Viral protein interaction with cytokine and cytokine receptor
hsa04072:Phospholipase D signaling pathway

hsa04062:Chemokine signaling pathway

hsa05163:Human cytomegalovirus infection
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KEGG

hsa04144:Endocytosis

hsa05131:Shigellosis

hsa04060:Cytokine-cytokine receptor interaction

hsa05120:Epithelial cell signaling in Helicobacter pylori infection
hsa05100:Bacterial invasion of epithelial cells

hsa03083:Polycomb repressive complex

hsa04666:Fc gamma R-mediated phagocytosis

hsa04061:Viral protein interaction with cytokine and cytokine receptor
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KEGG
= hsa04060:Cytokine-cytokine receptor interaction
= hsa05120:Epithelial cell signaling in Helicobacter pylori infection
= hsa04061:Viral protein interaction with cytokine and cytokine receptor
= hsa04072:Phospholipase D signaling pathway
= hsa04062:Chemokine signaling pathway
= hsa05163:Human cytomegalovirus infection
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