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	Term
	Name
	Count
	P-Value

	GOTERM_BP_DIRECT
	negative regulation of lipid catabolic process
	3
	1.90E-03

	GOTERM_BP_DIRECT
	complement activation, classical pathway
	3
	1.10E-02

	GOTERM_BP_DIRECT
	negative regulation of very-low-density lipoprotein particle clearance
	2
	1.40E-02

	GOTERM_BP_DIRECT
	proteolysis
	7
	1.60E-02

	GOTERM_BP_DIRECT
	chylomicron remnant clearance
	2
	1.70E-02

	GOTERM_BP_DIRECT
	negative regulation of lipid metabolic process
	2
	1.70E-02

	GOTERM_BP_DIRECT
	negative regulation of lipoprotein lipase activity
	2
	2.40E-02

	GOTERM_BP_DIRECT
	negative regulation of receptor-mediated endocytosis
	2
	2.70E-02

	GOTERM_BP_DIRECT
	phospholipid efflux
	2
	4.40E-02

	GOTERM_BP_DIRECT
	very-low-density lipoprotein particle assembly
	2
	4.40E-02

	GOTERM_BP_DIRECT
	regulation of vascular permeability
	2
	4.40E-02

	GOTERM_BP_DIRECT
	lipid transport
	3
	4.90E-02

	GOTERM_BP_DIRECT
	complement activation, alternative pathway
	2
	5.40E-02

	GOTERM_BP_DIRECT
	definitive hemopoiesis
	2
	5.70E-02

	GOTERM_BP_DIRECT
	response to bacterium
	3
	6.20E-02

	GOTERM_BP_DIRECT
	nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay
	2
	6.40E-02

	GOTERM_BP_DIRECT
	negative regulation of fatty acid biosynthetic process
	2
	7.00E-02

	GOTERM_BP_DIRECT
	high-density lipoprotein particle remodeling
	2
	7.00E-02

	GOTERM_BP_DIRECT
	lipoprotein metabolic process
	2
	7.30E-02

	GOTERM_BP_DIRECT
	osteoblast differentiation
	3
	8.10E-02

	GOTERM_BP_DIRECT
	negative regulation of viral entry into host cell
	2
	8.30E-02

	GOTERM_BP_DIRECT
	cholesterol efflux
	2
	9.90E-02

	GOTERM_BP_DIRECT
	complement activation
	2
	9.90E-02

	GOTERM_BP_DIRECT
	positive regulation of cell population proliferation
	5
	1.00E-01

	GOTERM_BP_DIRECT
	regulation of postsynaptic membrane neurotransmitter receptor levels
	2
	1.10E-01

	GOTERM_BP_DIRECT
	triglyceride metabolic process
	2
	1.20E-01

	GOTERM_BP_DIRECT
	cholesterol biosynthetic process
	2
	1.30E-01

	GOTERM_BP_DIRECT
	acute-phase response
	2
	1.30E-01

	GOTERM_BP_DIRECT
	sarcomere organization
	2
	1.50E-01

	GOTERM_BP_DIRECT
	brain development
	3
	1.60E-01

	GOTERM_BP_DIRECT
	apoptotic process
	5
	1.70E-01

	GOTERM_BP_DIRECT
	regulation of protein phosphorylation
	2
	1.70E-01

	GOTERM_BP_DIRECT
	B cell receptor signaling pathway
	2
	1.90E-01

	GOTERM_BP_DIRECT
	bone development
	2
	1.90E-01

	GOTERM_BP_DIRECT
	regulation of gene expression
	3
	2.00E-01

	GOTERM_BP_DIRECT
	collagen fibril organization
	2
	2.10E-01

	GOTERM_BP_DIRECT
	protein transport
	4
	2.10E-01

	GOTERM_BP_DIRECT
	response to xenobiotic stimulus
	3
	2.20E-01

	GOTERM_BP_DIRECT
	negative regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	2
	2.30E-01

	GOTERM_BP_DIRECT
	lung development
	2
	2.50E-01

	GOTERM_BP_DIRECT
	protein processing
	2
	2.60E-01

	GOTERM_BP_DIRECT
	positive regulation of apoptotic process
	3
	3.10E-01

	GOTERM_BP_DIRECT
	MAPK cascade
	2
	3.40E-01

	GOTERM_BP_DIRECT
	neuron projection development
	2
	3.60E-01

	GOTERM_BP_DIRECT
	anatomical structure morphogenesis
	2
	3.80E-01

	GOTERM_BP_DIRECT
	regulation of cell shape
	2
	3.80E-01

	GOTERM_BP_DIRECT
	extracellular matrix organization
	2
	4.40E-01

	GOTERM_BP_DIRECT
	positive regulation of phosphatidylinositol 3-kinase/protein kinase B signal transduction
	2
	4.90E-01

	GOTERM_BP_DIRECT
	protein ubiquitination
	3
	5.00E-01

	GOTERM_BP_DIRECT
	cellular response to lipopolysaccharide
	2
	5.00E-01

	GOTERM_CC_DIRECT
	collagen-containing extracellular matrix
	9
	5.70E-05

	GOTERM_CC_DIRECT
	extracellular exosome
	20
	1.50E-04

	GOTERM_CC_DIRECT
	extracellular region
	18
	1.30E-03

	GOTERM_CC_DIRECT
	blood microparticle
	5
	2.70E-03

	GOTERM_CC_DIRECT
	extracellular space
	15
	7.00E-03

	GOTERM_CC_DIRECT
	chylomicron
	2
	4.70E-02

	GOTERM_CC_DIRECT
	IgG immunoglobulin complex
	2
	5.00E-02

	GOTERM_CC_DIRECT
	membrane
	26
	6.60E-02

	GOTERM_CC_DIRECT
	very-low-density lipoprotein particle
	2
	7.30E-02

	GOTERM_CC_DIRECT
	intracellular membrane-bounded organelle
	7
	9.70E-02

	GOTERM_CC_DIRECT
	mitochondrial inner membrane
	5
	1.00E-01

	GOTERM_CC_DIRECT
	endoplasmic reticulum
	8
	1.10E-01

	GOTERM_CC_DIRECT
	endomembrane system
	3
	1.30E-01

	GOTERM_CC_DIRECT
	COPII-coated ER to Golgi transport vesicle
	2
	1.30E-01

	GOTERM_CC_DIRECT
	cytoplasm
	25
	1.90E-01

	GOTERM_CC_DIRECT
	axon cytoplasm
	2
	2.00E-01

	GOTERM_CC_DIRECT
	platelet alpha granule lumen
	2
	2.10E-01

	GOTERM_CC_DIRECT
	endoplasmic reticulum membrane
	7
	2.20E-01

	GOTERM_CC_DIRECT
	nuclear membrane
	3
	2.30E-01

	GOTERM_CC_DIRECT
	endoplasmic reticulum-Golgi intermediate compartment membrane
	2
	2.60E-01

	GOTERM_CC_DIRECT
	collagen trimer
	2
	2.90E-01

	GOTERM_CC_DIRECT
	endoplasmic reticulum lumen
	3
	2.90E-01

	GOTERM_CC_DIRECT
	transport vesicle
	2
	3.00E-01

	GOTERM_CC_DIRECT
	secretory granule lumen
	2
	3.30E-01

	GOTERM_CC_DIRECT
	side of membrane
	2
	3.40E-01

	GOTERM_CC_DIRECT
	ficolin-1-rich granule lumen
	2
	3.50E-01

	GOTERM_CC_DIRECT
	cytosol
	22
	3.50E-01

	GOTERM_CC_DIRECT
	Z disc
	2
	3.70E-01

	GOTERM_CC_DIRECT
	late endosome membrane
	2
	4.20E-01

	GOTERM_CC_DIRECT
	perinuclear region of cytoplasm
	4
	4.80E-01

	GOTERM_MF_DIRECT
	collagen binding
	4
	2.00E-03

	GOTERM_MF_DIRECT
	lipase inhibitor activity
	2
	1.80E-02

	GOTERM_MF_DIRECT
	lipid binding
	4
	3.80E-02

	GOTERM_MF_DIRECT
	identical protein binding
	12
	5.10E-02

	GOTERM_MF_DIRECT
	NADPH binding
	2
	5.90E-02

	GOTERM_MF_DIRECT
	extracellular matrix structural constituent
	3
	6.90E-02

	GOTERM_MF_DIRECT
	metallocarboxypeptidase activity
	2
	1.00E-01

	GOTERM_MF_DIRECT
	enzyme regulator activity
	2
	1.10E-01

	GOTERM_MF_DIRECT
	ribonucleoprotein complex binding
	2
	1.20E-01

	GOTERM_MF_DIRECT
	cysteine-type peptidase activity
	2
	1.40E-01

	GOTERM_MF_DIRECT
	structural constituent of muscle
	2
	1.40E-01

	GOTERM_MF_DIRECT
	RNA binding
	9
	1.60E-01

	GOTERM_MF_DIRECT
	phosphatase binding
	2
	1.70E-01

	GOTERM_MF_DIRECT
	cholesterol binding
	2
	1.80E-01

	GOTERM_MF_DIRECT
	ATP binding
	9
	1.90E-01

	GOTERM_MF_DIRECT
	pyridoxal phosphate binding
	2
	1.90E-01

	GOTERM_MF_DIRECT
	serine-type peptidase activity
	2
	2.00E-01

	GOTERM_MF_DIRECT
	receptor tyrosine kinase binding
	2
	2.20E-01

	GOTERM_MF_DIRECT
	nucleic acid binding
	3
	2.70E-01

	GOTERM_MF_DIRECT
	nucleotide binding
	2
	3.50E-01

	GOTERM_MF_DIRECT
	protein binding
	52
	3.60E-01

	GOTERM_MF_DIRECT
	phospholipid binding
	2
	3.70E-01

	GOTERM_MF_DIRECT
	antigen binding
	2
	4.10E-01



