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c Cluster 1_ Pathway analysis

GO0:0001944: vasculature development

GO0:0090287: regulation of cellular response to growth factor stimulus

WP447: Adipogenesis genes

GO0:0001501: skeletal system development

GO0:0030198: extracellular matrix organization

GO0:0009725: response to hormone

G0:0001503: ossification

G0:0045444: fat cell differentiation

GO0:0008285: negative regulation of cell population proliferation

G0:0007169: transmembrane receptor protein tyrosine kinase signaling pathway
G0:0031589: cell-substrate adhesion

GO0:0019216: regulation of lipid metabolic process

G0:0006631: fatty acid metabolic process

GO0O:0001655: urogenital system development

GO0:0003013: circulatory system process

ko04512: ECM-receptor interaction

G0:1905114: cell surface receptor signaling pathway involved in cell-cell signaling
G0:0048598: embryonic morphogenesis

G0:0048871: multicellular organismal homeostasis

GO:0010817: regulation of hormone levels
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F Cluster 4_Pathway analysis

4 5
-log10(P)

Cd163
Tmem179
Gm16982
2210411MOSRik

i -0.5
-1

G0:0060700: regulation of ribonuclease activity

G0:0033151: V(D)J recombination
R-MMU-2168880: Scavenging of heme from plasma
GO0:0033198: response to ATP
R-MMU-1169410: Antiviral mechanism by IFN-stimulated genes
G0:0035458: cellular response to interferon-beta
G0:0042100: B cell proliferation
GO0:0055078: sodium ion homeostasis
G0:0032637: interleukin-8 production
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R-MMU-2559586: DNA Damage/Telomere Stress Induced Senescence

R-MMU-2559584: Formation of Senescence-Associated Heterochromatin Foci (SAHF)
R-MMU-112316: Neuronal System
G0:0071695: anatomical structure maturation
G0:0030278: regulation of ossification
G0:0019722: calcium-mediated signaling
G0:0006898: receptor-mediated endocytosis
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