Supplementary Table 4 | GO and KEGG enrichment analysis of fatty acid metabolism-DEGs
	Category
	ID
	Description
	Count
	qvalue

	BP
	GO:0044282
	small molecule catabolic process
	11
	4.89E-08

	BP
	GO:0046394
	carboxylic acid biosynthetic process
	11
	4.89E-08

	BP
	GO:0016053
	organic acid biosynthetic process
	11
	4.89E-08

	BP
	GO:0072330
	monocarboxylic acid biosynthetic process
	10
	4.89E-08

	BP
	GO:0006732
	coenzyme metabolic process
	10
	1.86E-07

	BP
	GO:0006631
	fatty acid metabolic process
	9
	1.87E-06

	BP
	GO:0001676
	long-chain fatty acid metabolic process
	6
	3.33E-06

	BP
	GO:0006805
	xenobiotic metabolic process
	6
	6.6E-06

	BP
	GO:0006066
	alcohol metabolic process
	8
	1.42E-05

	BP
	GO:0019674
	NAD metabolic process
	5
	1.42E-05

	BP
	GO:1901568
	fatty acid derivative metabolic process
	6
	2.67E-05

	BP
	GO:0071466
	cellular response to xenobiotic stimulus
	6
	3.28E-05

	BP
	GO:0009410
	response to xenobiotic stimulus
	7
	3.28E-05

	BP
	GO:0006734
	NADH metabolic process
	4
	3.28E-05

	BP
	GO:0019362
	pyridine nucleotide metabolic process
	6
	3.79E-05

	BP
	GO:0046496
	nicotinamide nucleotide metabolic process
	6
	3.79E-05

	BP
	GO:0072524
	pyridine-containing compound metabolic process
	6
	4.28E-05

	BP
	GO:0016052
	carbohydrate catabolic process
	6
	4.55E-05

	BP
	GO:0033559
	unsaturated fatty acid metabolic process
	5
	4.75E-05

	BP
	GO:0051188
	cofactor biosynthetic process
	7
	4.78E-05

	BP
	GO:0006733
	oxidoreduction coenzyme metabolic process
	6
	4.89E-05

	BP
	GO:0006690
	icosanoid metabolic process
	5
	4.89E-05

	BP
	GO:0006096
	glycolytic process
	5
	4.89E-05

	BP
	GO:0006757
	ATP generation from ADP
	5
	4.89E-05

	BP
	GO:0042866
	pyruvate biosynthetic process
	5
	5.32E-05

	BP
	GO:0046031
	ADP metabolic process
	5
	6.78E-05

	BP
	GO:0019320
	hexose catabolic process
	4
	7.18E-05

	BP
	GO:0006165
	nucleoside diphosphate phosphorylation
	5
	8.52E-05

	BP
	GO:0046939
	nucleotide phosphorylation
	5
	8.61E-05

	BP
	GO:0009135
	purine nucleoside diphosphate metabolic process
	5
	8.61E-05

	BP
	GO:0009179
	purine ribonucleoside diphosphate metabolic process
	5
	8.61E-05

	BP
	GO:0009308
	amine metabolic process
	5
	8.61E-05

	BP
	GO:0009185
	ribonucleoside diphosphate metabolic process
	5
	8.96E-05

	BP
	GO:0046365
	monosaccharide catabolic process
	4
	0.000104

	BP
	GO:0019359
	nicotinamide nucleotide biosynthetic process
	5
	0.000104

	BP
	GO:0019363
	pyridine nucleotide biosynthetic process
	5
	0.000104

	BP
	GO:0009108
	coenzyme biosynthetic process
	6
	0.000106

	BP
	GO:0072525
	pyridine-containing compound biosynthetic process
	5
	0.000109

	BP
	GO:0006090
	pyruvate metabolic process
	5
	0.000121

	BP
	GO:0009132
	nucleoside diphosphate metabolic process
	5
	0.000133

	BP
	GO:0006754
	ATP biosynthetic process
	5
	0.000138

	BP
	GO:0009152
	purine ribonucleotide biosynthetic process
	6
	0.000139

	BP
	GO:0006633
	fatty acid biosynthetic process
	5
	0.000149

	BP
	GO:0009260
	ribonucleotide biosynthetic process
	6
	0.000172

	BP
	GO:0009206
	purine ribonucleoside triphosphate biosynthetic process
	5
	0.000174

	BP
	GO:0009145
	purine nucleoside triphosphate biosynthetic process
	5
	0.000175

	BP
	GO:0006164
	purine nucleotide biosynthetic process
	6
	0.000176

	BP
	GO:0046390
	ribose phosphate biosynthetic process
	6
	0.000176

	BP
	GO:0006735
	NADH regeneration
	3
	0.000176

	BP
	GO:0061621
	canonical glycolysis
	3
	0.000176

	BP
	GO:0061718
	glucose catabolic process to pyruvate
	3
	0.000176

	BP
	GO:0009201
	ribonucleoside triphosphate biosynthetic process
	5
	0.000178

	BP
	GO:0034308
	primary alcohol metabolic process
	4
	0.000181

	BP
	GO:0061615
	glycolytic process through fructose-6-phosphate
	3
	0.000183

	BP
	GO:0061620
	glycolytic process through glucose-6-phosphate
	3
	0.000183

	BP
	GO:0009166
	nucleotide catabolic process
	5
	0.000186

	BP
	GO:0009127
	purine nucleoside monophosphate biosynthetic process
	5
	0.000186

	BP
	GO:0009168
	purine ribonucleoside monophosphate biosynthetic process
	5
	0.000186

	BP
	GO:0072522
	purine-containing compound biosynthetic process
	6
	0.000186

	BP
	GO:0006094
	gluconeogenesis
	4
	0.000192

	BP
	GO:0015711
	organic anion transport
	7
	0.000196

	BP
	GO:0009142
	nucleoside triphosphate biosynthetic process
	5
	0.000196

	BP
	GO:1901292
	nucleoside phosphate catabolic process
	5
	0.000196

	BP
	GO:0019319
	hexose biosynthetic process
	4
	0.000205

	BP
	GO:0009156
	ribonucleoside monophosphate biosynthetic process
	5
	0.000238

	BP
	GO:0015908
	fatty acid transport
	4
	0.000245

	BP
	GO:0046364
	monosaccharide biosynthetic process
	4
	0.000251

	BP
	GO:1901570
	fatty acid derivative biosynthetic process
	4
	0.000258

	BP
	GO:0009124
	nucleoside monophosphate biosynthetic process
	5
	0.000291

	BP
	GO:0006007
	glucose catabolic process
	3
	0.00031

	BP
	GO:0007584
	response to nutrient
	5
	0.000362

	BP
	GO:0034404
	nucleobase-containing small molecule biosynthetic process
	5
	0.000414

	BP
	GO:0042572
	retinol metabolic process
	3
	0.000441

	BP
	GO:0015701
	bicarbonate transport
	3
	0.000468

	BP
	GO:0009165
	nucleotide biosynthetic process
	6
	0.000473

	BP
	GO:0006721
	terpenoid metabolic process
	4
	0.000488

	BP
	GO:1901293
	nucleoside phosphate biosynthetic process
	6
	0.000488

	BP
	GO:0042180
	cellular ketone metabolic process
	5
	0.000586

	BP
	GO:0046434
	organophosphate catabolic process
	5
	0.000586

	BP
	GO:0019318
	hexose metabolic process
	5
	0.00059

	BP
	GO:0019369
	arachidonic acid metabolic process
	3
	0.000767

	BP
	GO:0006720
	isoprenoid metabolic process
	4
	0.000803

	BP
	GO:0006636
	unsaturated fatty acid biosynthetic process
	3
	0.000885

	BP
	GO:0016054
	organic acid catabolic process
	5
	0.000885

	BP
	GO:0046395
	carboxylic acid catabolic process
	5
	0.000885

	BP
	GO:0046456
	icosanoid biosynthetic process
	3
	0.000905

	BP
	GO:0009435
	NAD biosynthetic process
	3
	0.000936

	BP
	GO:0042758
	long-chain fatty acid catabolic process
	2
	0.000936

	BP
	GO:0014074
	response to purine-containing compound
	4
	0.000967

	BP
	GO:0008203
	cholesterol metabolic process
	4
	0.000981

	BP
	GO:0005996
	monosaccharide metabolic process
	5
	0.001088

	BP
	GO:1902652
	secondary alcohol metabolic process
	4
	0.001088

	BP
	GO:0015718
	monocarboxylic acid transport
	4
	0.001276

	BP
	GO:0006069
	ethanol oxidation
	2
	0.001282

	BP
	GO:0046034
	ATP metabolic process
	5
	0.001283

	BP
	GO:0016125
	sterol metabolic process
	4
	0.001357

	BP
	GO:0008202
	steroid metabolic process
	5
	0.001833

	BP
	GO:0009205
	purine ribonucleoside triphosphate metabolic process
	5
	0.00191

	BP
	GO:0006000
	fructose metabolic process
	2
	0.00191

	BP
	GO:0030299
	intestinal cholesterol absorption
	2
	0.00191

	BP
	GO:0009167
	purine ribonucleoside monophosphate metabolic process
	5
	0.001979

	BP
	GO:0009126
	purine nucleoside monophosphate metabolic process
	5
	0.001979

	BP
	GO:0009199
	ribonucleoside triphosphate metabolic process
	5
	0.001979

	BP
	GO:0009144
	purine nucleoside triphosphate metabolic process
	5
	0.001987

	BP
	GO:0016114
	terpenoid biosynthetic process
	2
	0.002057

	BP
	GO:0032305
	positive regulation of icosanoid secretion
	2
	0.002057

	BP
	GO:0009161
	ribonucleoside monophosphate metabolic process
	5
	0.002261

	BP
	GO:0098856
	intestinal lipid absorption
	2
	0.002286

	BP
	GO:1905954
	positive regulation of lipid localization
	3
	0.002331

	BP
	GO:0009141
	nucleoside triphosphate metabolic process
	5
	0.002436

	BP
	GO:2000193
	positive regulation of fatty acid transport
	2
	0.002484

	BP
	GO:0006869
	lipid transport
	5
	0.002484

	BP
	GO:0032303
	regulation of icosanoid secretion
	2
	0.002689

	BP
	GO:0044241
	lipid digestion
	2
	0.002689

	BP
	GO:0061081
	positive regulation of myeloid leukocyte cytokine production involved in immune response
	2
	0.002689

	BP
	GO:0006006
	glucose metabolic process
	4
	0.002689

	BP
	GO:0009123
	nucleoside monophosphate metabolic process
	5
	0.002689

	BP
	GO:0016051
	carbohydrate biosynthetic process
	4
	0.002889

	BP
	GO:0019373
	epoxygenase P450 pathway
	2
	0.002889

	BP
	GO:0051289
	protein homotetramerization
	3
	0.003136

	BP
	GO:0006067
	ethanol metabolic process
	2
	0.003136

	BP
	GO:0044070
	regulation of anion transport
	3
	0.003203

	BP
	GO:0051591
	response to cAMP
	3
	0.003363

	BP
	GO:0071404
	cellular response to low-density lipoprotein particle stimulus
	2
	0.003363

	BP
	GO:0010876
	lipid localization
	5
	0.003369

	BP
	GO:0045821
	positive regulation of glycolytic process
	2
	0.00362

	BP
	GO:0019216
	regulation of lipid metabolic process
	5
	0.003706

	BP
	GO:0001523
	retinoid metabolic process
	3
	0.003972

	BP
	GO:0006637
	acyl-CoA metabolic process
	3
	0.004021

	BP
	GO:0035383
	thioester metabolic process
	3
	0.004021

	BP
	GO:0009404
	toxin metabolic process
	2
	0.004027

	BP
	GO:0030813
	positive regulation of nucleotide catabolic process
	2
	0.004027

	BP
	GO:0031664
	regulation of lipopolysaccharide-mediated signaling pathway
	2
	0.004027

	BP
	GO:0051197
	positive regulation of coenzyme metabolic process
	2
	0.004027

	BP
	GO:0009062
	fatty acid catabolic process
	3
	0.004201

	BP
	GO:0016101
	diterpenoid metabolic process
	3
	0.004398

	BP
	GO:2000191
	regulation of fatty acid transport
	2
	0.004598

	BP
	GO:0001516
	prostaglandin biosynthetic process
	2
	0.00484

	BP
	GO:0009074
	aromatic amino acid family catabolic process
	2
	0.00484

	BP
	GO:0046457
	prostanoid biosynthetic process
	2
	0.00484

	BP
	GO:0008299
	isoprenoid biosynthetic process
	2
	0.005156

	BP
	GO:0042759
	long-chain fatty acid biosynthetic process
	2
	0.005408

	BP
	GO:0061082
	myeloid leukocyte cytokine production
	2
	0.005408

	BP
	GO:0062012
	regulation of small molecule metabolic process
	5
	0.005408

	BP
	GO:0006691
	leukotriene metabolic process
	2
	0.005729

	BP
	GO:0042573
	retinoic acid metabolic process
	2
	0.006021

	BP
	GO:0055094
	response to lipoprotein particle
	2
	0.006021

	BP
	GO:0051194
	positive regulation of cofactor metabolic process
	2
	0.006349

	BP
	GO:0034754
	cellular hormone metabolic process
	3
	0.006349

	BP
	GO:0048871
	multicellular organismal homeostasis
	5
	0.006571

	BP
	GO:0032892
	positive regulation of organic acid transport
	2
	0.006571

	BP
	GO:0071402
	cellular response to lipoprotein particle stimulus
	2
	0.006571

	BP
	GO:0072329
	monocarboxylic acid catabolic process
	3
	0.006603

	BP
	GO:0006766
	vitamin metabolic process
	3
	0.006804

	BP
	GO:0046683
	response to organophosphorus
	3
	0.006804

	BP
	GO:2001171
	positive regulation of ATP biosynthetic process
	2
	0.007163

	BP
	GO:0031667
	response to nutrient levels
	5
	0.007163

	BP
	GO:0033865
	nucleoside bisphosphate metabolic process
	3
	0.007469

	BP
	GO:0033875
	ribonucleoside bisphosphate metabolic process
	3
	0.007469

	BP
	GO:0034032
	purine nucleoside bisphosphate metabolic process
	3
	0.007469

	BP
	GO:0006084
	acetyl-CoA metabolic process
	2
	0.007691

	BP
	GO:0050892
	intestinal absorption
	2
	0.007691

	BP
	GO:0106106
	cold-induced thermogenesis
	3
	0.00774

	BP
	GO:0120161
	regulation of cold-induced thermogenesis
	3
	0.00774

	BP
	GO:0009072
	aromatic amino acid family metabolic process
	2
	0.007951

	BP
	GO:0044091
	membrane biogenesis
	2
	0.008725

	BP
	GO:0016999
	antibiotic metabolic process
	3
	0.008871

	BP
	GO:0007568
	aging
	4
	0.009042

	BP
	GO:1990845
	adaptive thermogenesis
	3
	0.009252

	BP
	GO:0006692
	prostanoid metabolic process
	2
	0.009252

	BP
	GO:0006693
	prostaglandin metabolic process
	2
	0.009252

	BP
	GO:0006775
	fat-soluble vitamin metabolic process
	2
	0.009252

	BP
	GO:1905952
	regulation of lipid localization
	3
	0.009562

	BP
	GO:0032496
	response to lipopolysaccharide
	4
	0.009645

	BP
	GO:0015849
	organic acid transport
	4
	0.009835

	BP
	GO:0046942
	carboxylic acid transport
	4
	0.009835

	BP
	GO:0032309
	icosanoid secretion
	2
	0.009835

	BP
	GO:0030810
	positive regulation of nucleotide biosynthetic process
	2
	0.010155

	BP
	GO:1900373
	positive regulation of purine nucleotide biosynthetic process
	2
	0.010155

	BP
	GO:1903580
	positive regulation of ATP metabolic process
	2
	0.010536

	BP
	GO:0002237
	response to molecule of bacterial origin
	4
	0.01065

	BP
	GO:0071715
	icosanoid transport
	2
	0.011248

	BP
	GO:1901571
	fatty acid derivative transport
	2
	0.011248

	BP
	GO:0051260
	protein homooligomerization
	4
	0.011376

	BP
	GO:0051262
	protein tetramerization
	3
	0.011515

	BP
	GO:1903793
	positive regulation of anion transport
	2
	0.011515

	BP
	GO:0001659
	temperature homeostasis
	3
	0.011624

	BP
	GO:0006520
	cellular amino acid metabolic process
	4
	0.012922

	BP
	GO:0002720
	positive regulation of cytokine production involved in immune response
	2
	0.013177

	BP
	GO:0006790
	sulfur compound metabolic process
	4
	0.013516

	BP
	GO:0006576
	cellular biogenic amine metabolic process
	2
	0.013516

	BP
	GO:0045981
	positive regulation of nucleotide metabolic process
	2
	0.014343

	BP
	GO:1900544
	positive regulation of purine nucleotide metabolic process
	2
	0.014343

	BP
	GO:0031663
	lipopolysaccharide-mediated signaling pathway
	2
	0.014762

	BP
	GO:0032890
	regulation of organic acid transport
	2
	0.015184

	BP
	GO:0032370
	positive regulation of lipid transport
	2
	0.016121

	BP
	GO:0090181
	regulation of cholesterol metabolic process
	2
	0.017078

	BP
	GO:0019748
	secondary metabolic process
	2
	0.019053

	BP
	GO:0050909
	sensory perception of taste
	2
	0.019053

	BP
	GO:0015909
	long-chain fatty acid transport
	2
	0.02007

	BP
	GO:0044242
	cellular lipid catabolic process
	3
	0.020284

	BP
	GO:1901605
	alpha-amino acid metabolic process
	3
	0.021485

	BP
	GO:0043627
	response to estrogen
	2
	0.02205

	BP
	GO:0006081
	cellular aldehyde metabolic process
	2
	0.022416

	BP
	GO:1901616
	organic hydroxy compound catabolic process
	2
	0.022416

	BP
	GO:0006695
	cholesterol biosynthetic process
	2
	0.022892

	BP
	GO:1902653
	secondary alcohol biosynthetic process
	2
	0.02337

	BP
	GO:0042445
	hormone metabolic process
	3
	0.023536

	BP
	GO:0006110
	regulation of glycolytic process
	2
	0.024938

	BP
	GO:0016126
	sterol biosynthetic process
	2
	0.025917

	BP
	GO:0030811
	regulation of nucleotide catabolic process
	2
	0.025917

	BP
	GO:0045913
	positive regulation of carbohydrate metabolic process
	2
	0.027032

	BP
	GO:0002718
	regulation of cytokine production involved in immune response
	2
	0.02753

	BP
	GO:0032760
	positive regulation of tumor necrosis factor production
	2
	0.028664

	BP
	GO:0043470
	regulation of carbohydrate catabolic process
	2
	0.029676

	BP
	GO:1903557
	positive regulation of tumor necrosis factor superfamily cytokine production
	2
	0.029676

	BP
	GO:0008654
	phospholipid biosynthetic process
	3
	0.030719

	BP
	GO:0033273
	response to vitamin
	2
	0.032674

	BP
	GO:0002702
	positive regulation of production of molecular mediator of immune response
	2
	0.033716

	BP
	GO:0051196
	regulation of coenzyme metabolic process
	2
	0.033716

	BP
	GO:2001169
	regulation of ATP biosynthetic process
	2
	0.034239

	BP
	GO:0120162
	positive regulation of cold-induced thermogenesis
	2
	0.034763

	BP
	GO:0022600
	digestive system process
	2
	0.036504

	BP
	GO:0030301
	cholesterol transport
	2
	0.036504

	BP
	GO:0002367
	cytokine production involved in immune response
	2
	0.037565

	BP
	GO:0098869
	cellular oxidant detoxification
	2
	0.037565

	BP
	GO:1901606
	alpha-amino acid catabolic process
	2
	0.040223

	BP
	GO:0015918
	sterol transport
	2
	0.041962

	BP
	GO:1990748
	cellular detoxification
	2
	0.041962

	BP
	GO:0006569
	tryptophan catabolic process
	1
	0.041962

	BP
	GO:0010739
	positive regulation of protein kinase A signaling
	1
	0.041962

	BP
	GO:0016102
	diterpenoid biosynthetic process
	1
	0.041962

	BP
	GO:0030388
	fructose 1,6-bisphosphate metabolic process
	1
	0.041962

	BP
	GO:0032308
	positive regulation of prostaglandin secretion
	1
	0.041962

	BP
	GO:0035376
	sterol import
	1
	0.041962

	BP
	GO:0035672
	oligopeptide transmembrane transport
	1
	0.041962

	BP
	GO:0042436
	indole-containing compound catabolic process
	1
	0.041962

	BP
	GO:0044539
	long-chain fatty acid import
	1
	0.041962

	BP
	GO:0046218
	indolalkylamine catabolic process
	1
	0.041962

	BP
	GO:0046322
	negative regulation of fatty acid oxidation
	1
	0.041962

	BP
	GO:0052646
	alditol phosphate metabolic process
	1
	0.041962

	BP
	GO:0070391
	response to lipoteichoic acid
	1
	0.041962

	BP
	GO:0070508
	cholesterol import
	1
	0.041962

	BP
	GO:0071223
	cellular response to lipoteichoic acid
	1
	0.041962

	BP
	GO:0097105
	presynaptic membrane assembly
	1
	0.041962

	BP
	GO:0140052
	cellular response to oxidised low-density lipoprotein particle stimulus
	1
	0.041962

	BP
	GO:2001225
	regulation of chloride transport
	1
	0.041962

	BP
	GO:1900371
	regulation of purine nucleotide biosynthetic process
	2
	0.043644

	BP
	GO:0030808
	regulation of nucleotide biosynthetic process
	2
	0.043644

	BP
	GO:0051193
	regulation of cofactor metabolic process
	2
	0.043644

	BP
	GO:0006558
	L-phenylalanine metabolic process
	1
	0.043644

	BP
	GO:0006559
	L-phenylalanine catabolic process
	1
	0.043644

	BP
	GO:0006857
	oligopeptide transport
	1
	0.043644

	BP
	GO:0019371
	cyclooxygenase pathway
	1
	0.043644

	BP
	GO:0032306
	regulation of prostaglandin secretion
	1
	0.043644

	BP
	GO:0033539
	fatty acid beta-oxidation using acyl-CoA dehydrogenase
	1
	0.043644

	BP
	GO:0070189
	kynurenine metabolic process
	1
	0.043644

	BP
	GO:0071372
	cellular response to follicle-stimulating hormone stimulus
	1
	0.043644

	BP
	GO:1901569
	fatty acid derivative catabolic process
	1
	0.043644

	BP
	GO:1902221
	erythrose 4-phosphate/phosphoenolpyruvate family amino acid metabolic process
	1
	0.043644

	BP
	GO:1902222
	erythrose 4-phosphate/phosphoenolpyruvate family amino acid catabolic process
	1
	0.043644

	BP
	GO:1903409
	reactive oxygen species biosynthetic process
	2
	0.044133

	BP
	GO:1903578
	regulation of ATP metabolic process
	2
	0.044133

	BP
	GO:0046677
	response to antibiotic
	3
	0.044133

	BP
	GO:0019218
	regulation of steroid metabolic process
	2
	0.044133

	BP
	GO:0046717
	acid secretion
	2
	0.044133

	BP
	GO:0002903
	negative regulation of B cell apoptotic process
	1
	0.044133

	BP
	GO:0006568
	tryptophan metabolic process
	1
	0.044133

	BP
	GO:0009111
	vitamin catabolic process
	1
	0.044133

	BP
	GO:0009642
	response to light intensity
	1
	0.044133

	BP
	GO:0019755
	one-carbon compound transport
	1
	0.044133

	BP
	GO:0030157
	pancreatic juice secretion
	1
	0.044133

	BP
	GO:0032230
	positive regulation of synaptic transmission, GABAergic
	1
	0.044133

	BP
	GO:0033197
	response to vitamin E
	1
	0.044133

	BP
	GO:0042308
	negative regulation of protein import into nucleus
	1
	0.044133

	BP
	GO:0097090
	presynaptic membrane organization
	1
	0.044133

	BP
	GO:0097104
	postsynaptic membrane assembly
	1
	0.044133

	BP
	GO:1904590
	negative regulation of protein import
	1
	0.044133

	BP
	GO:1905522
	negative regulation of macrophage migration
	1
	0.044133

	BP
	GO:2000121
	regulation of removal of superoxide radicals
	1
	0.044133

	BP
	GO:2000341
	regulation of chemokine (C-X-C motif) ligand 2 production
	1
	0.044133

	BP
	GO:0009063
	cellular amino acid catabolic process
	2
	0.044133

	BP
	GO:0032368
	regulation of lipid transport
	2
	0.045194

	BP
	GO:0016042
	lipid catabolic process
	3
	0.045194

	BP
	GO:0002576
	platelet degranulation
	2
	0.0454

	BP
	GO:0044106
	cellular amine metabolic process
	2
	0.0454

	BP
	GO:0006596
	polyamine biosynthetic process
	1
	0.0454

	BP
	GO:0006707
	cholesterol catabolic process
	1
	0.0454

	BP
	GO:0009437
	carnitine metabolic process
	1
	0.0454

	BP
	GO:0009635
	response to herbicide
	1
	0.0454

	BP
	GO:0016127
	sterol catabolic process
	1
	0.0454

	BP
	GO:0034214
	protein hexamerization
	1
	0.0454

	BP
	GO:0042178
	xenobiotic catabolic process
	1
	0.0454

	BP
	GO:0060100
	positive regulation of phagocytosis, engulfment
	1
	0.0454

	BP
	GO:1900225
	regulation of NLRP3 inflammasome complex assembly
	1
	0.0454

	BP
	GO:1905155
	positive regulation of membrane invagination
	1
	0.0454

	BP
	GO:0098754
	detoxification
	2
	0.04573

	BP
	GO:0001889
	liver development
	2
	0.047564

	BP
	GO:0010935
	regulation of macrophage cytokine production
	1
	0.047564

	BP
	GO:0032310
	prostaglandin secretion
	1
	0.047564

	BP
	GO:0038166
	angiotensin-activated signaling pathway
	1
	0.047564

	BP
	GO:0044546
	NLRP3 inflammasome complex assembly
	1
	0.047564

	BP
	GO:0070672
	response to interleukin-15
	1
	0.047564

	BP
	GO:0072567
	chemokine (C-X-C motif) ligand 2 production
	1
	0.047564

	BP
	GO:0061008
	hepaticobiliary system development
	2
	0.049047

	BP
	GO:0002700
	regulation of production of molecular mediator of immune response
	2
	0.049223

	BP
	GO:0002831
	regulation of response to biotic stimulus
	2
	0.049223

	BP
	GO:0007586
	digestion
	2
	0.049223

	BP
	GO:0009109
	coenzyme catabolic process
	1
	0.049295

	BP
	GO:0009812
	flavonoid metabolic process
	1
	0.049295

	BP
	GO:0043518
	negative regulation of DNA damage response, signal transduction by p53 class mediator
	1
	0.049295

	BP
	GO:0048569
	post-embryonic animal organ development
	1
	0.049295

	BP
	GO:0060099
	regulation of phagocytosis, engulfment
	1
	0.049295

	BP
	GO:0070365
	hepatocyte differentiation
	1
	0.049295

	BP
	GO:0001666
	response to hypoxia
	3
	0.049486

	BP
	GO:1900542
	regulation of purine nucleotide metabolic process
	2
	0.049909

	BP
	GO:0001977
	renal system process involved in regulation of blood volume
	1
	0.050446

	BP
	GO:0007158
	neuron cell-cell adhesion
	1
	0.050446

	BP
	GO:0007567
	parturition
	1
	0.050446

	BP
	GO:0010885
	regulation of cholesterol storage
	1
	0.050446

	BP
	GO:0010934
	macrophage cytokine production
	1
	0.050446

	BP
	GO:0019372
	lipoxygenase pathway
	1
	0.050446

	BP
	GO:0032354
	response to follicle-stimulating hormone
	1
	0.050446

	BP
	GO:0033033
	negative regulation of myeloid cell apoptotic process
	1
	0.050446

	BP
	GO:1902166
	negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	1
	0.050446

	BP
	GO:1905153
	regulation of membrane invagination
	1
	0.050446

	BP
	GO:1990000
	amyloid fibril formation
	1
	0.050446

	BP
	GO:0006140
	regulation of nucleotide metabolic process
	2
	0.050611

	BP
	GO:0036293
	response to decreased oxygen levels
	3
	0.051189

	BP
	GO:0006089
	lactate metabolic process
	1
	0.051656

	BP
	GO:0006577
	amino-acid betaine metabolic process
	1
	0.051656

	BP
	GO:0006586
	indolalkylamine metabolic process
	1
	0.051656

	BP
	GO:0006595
	polyamine metabolic process
	1
	0.051656

	BP
	GO:0010744
	positive regulation of macrophage derived foam cell differentiation
	1
	0.051656

	BP
	GO:0015732
	prostaglandin transport
	1
	0.051656

	BP
	GO:0017085
	response to insecticide
	1
	0.051656

	BP
	GO:0042953
	lipoprotein transport
	1
	0.051656

	BP
	GO:0044872
	lipoprotein localization
	1
	0.051656

	BP
	GO:0050665
	hydrogen peroxide biosynthetic process
	1
	0.051656

	BP
	GO:0062013
	positive regulation of small molecule metabolic process
	2
	0.053081

	BP
	GO:0055067
	monovalent inorganic cation homeostasis
	2
	0.053081

	BP
	GO:0002902
	regulation of B cell apoptotic process
	1
	0.053081

	BP
	GO:0010878
	cholesterol storage
	1
	0.053081

	BP
	GO:0045780
	positive regulation of bone resorption
	1
	0.053081

	BP
	GO:0046852
	positive regulation of bone remodeling
	1
	0.053081

	BP
	GO:0050908
	detection of light stimulus involved in visual perception
	1
	0.053081

	BP
	GO:0050962
	detection of light stimulus involved in sensory perception
	1
	0.053081

	BP
	GO:0071371
	cellular response to gonadotropin stimulus
	1
	0.053081

	BP
	GO:1902165
	regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	1
	0.053081

	BP
	GO:0043467
	regulation of generation of precursor metabolites and energy
	2
	0.054831

	BP
	GO:0002689
	negative regulation of leukocyte chemotaxis
	1
	0.055161

	BP
	GO:0015669
	gas transport
	1
	0.055161

	BP
	GO:0033189
	response to vitamin A
	1
	0.055161

	BP
	GO:0035338
	long-chain fatty-acyl-CoA biosynthetic process
	1
	0.055161

	BP
	GO:0032680
	regulation of tumor necrosis factor production
	2
	0.055161

	BP
	GO:0046661
	male sex differentiation
	2
	0.055161

	BP
	GO:0070482
	response to oxygen levels
	3
	0.055341

	BP
	GO:0032640
	tumor necrosis factor production
	2
	0.056449

	BP
	GO:1903555
	regulation of tumor necrosis factor superfamily cytokine production
	2
	0.056449

	BP
	GO:0010738
	regulation of protein kinase A signaling
	1
	0.056449

	BP
	GO:0019370
	leukotriene biosynthetic process
	1
	0.056449

	BP
	GO:0033194
	response to hydroperoxide
	1
	0.056449

	BP
	GO:0046823
	negative regulation of nucleocytoplasmic transport
	1
	0.056449

	BP
	GO:0071397
	cellular response to cholesterol
	1
	0.056449

	BP
	GO:0071706
	tumor necrosis factor superfamily cytokine production
	2
	0.058102

	BP
	GO:0017000
	antibiotic biosynthetic process
	1
	0.058102

	BP
	GO:0019682
	glyceraldehyde-3-phosphate metabolic process
	1
	0.058102

	BP
	GO:0042402
	cellular biogenic amine catabolic process
	1
	0.058102

	BP
	GO:0046716
	muscle cell cellular homeostasis
	1
	0.058102

	BP
	GO:0055093
	response to hyperoxia
	1
	0.058102

	BP
	GO:0071498
	cellular response to fluid shear stress
	1
	0.058102

	CC
	GO:0045177
	apical part of cell
	5
	0.02762

	CC
	GO:0031526
	brush border membrane
	2
	0.073633

	CC
	GO:0031968
	organelle outer membrane
	3
	0.073633

	CC
	GO:0019867
	outer membrane
	3
	0.073633

	MF
	GO:0016829
	lyase activity
	8
	6.68E-08

	MF
	GO:0016616
	oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor
	7
	6.68E-08

	MF
	GO:0050662
	coenzyme binding
	9
	6.68E-08

	MF
	GO:0016614
	oxidoreductase activity, acting on CH-OH group of donors
	7
	7.08E-08

	MF
	GO:0051287
	NAD binding
	5
	9.67E-07

	MF
	GO:0004089
	carbonate dehydratase activity
	3
	3.41E-05

	MF
	GO:0016836
	hydro-lyase activity
	4
	3.91E-05

	MF
	GO:0016835
	carbon-oxygen lyase activity
	4
	0.00011

	MF
	GO:0016620
	oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor
	3
	0.000319

	MF
	GO:0016709
	oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen
	3
	0.000398

	MF
	GO:0016903
	oxidoreductase activity, acting on the aldehyde or oxo group of donors
	3
	0.000486

	MF
	GO:0050661
	NADP binding
	3
	0.000789

	MF
	GO:0004029
	aldehyde dehydrogenase (NAD) activity
	2
	0.002009

	MF
	GO:0016641
	oxidoreductase activity, acting on the CH-NH2 group of donors, oxygen as acceptor
	2
	0.002109

	MF
	GO:0050660
	flavin adenine dinucleotide binding
	3
	0.002109

	MF
	GO:0008391
	arachidonic acid monooxygenase activity
	2
	0.002109

	MF
	GO:0016638
	oxidoreductase activity, acting on the CH-NH2 group of donors
	2
	0.002763

	MF
	GO:0004497
	monooxygenase activity
	3
	0.003511

	MF
	GO:0019825
	oxygen binding
	2
	0.007495

	MF
	GO:0020037
	heme binding
	3
	0.007495

	MF
	GO:0052689
	carboxylic ester hydrolase activity
	3
	0.007495

	MF
	GO:0046906
	tetrapyrrole binding
	3
	0.008581

	MF
	GO:0016705
	oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen
	3
	0.010646

	MF
	GO:0016830
	carbon-carbon lyase activity
	2
	0.012655

	MF
	GO:0016627
	oxidoreductase activity, acting on the CH-CH group of donors
	2
	0.015619

	MF
	GO:0003995
	acyl-CoA dehydrogenase activity
	1
	0.051577

	MF
	GO:0016679
	oxidoreductase activity, acting on diphenols and related substances as donors
	1
	0.051577

	MF
	GO:0016832
	aldehyde-lyase activity
	1
	0.051577

	MF
	GO:0005041
	low-density lipoprotein particle receptor activity
	1
	0.051577

	MF
	GO:0035325
	Toll-like receptor binding
	1
	0.051577

	MF
	GO:0004467
	long-chain fatty acid-CoA ligase activity
	1
	0.051577

	MF
	GO:0042043
	neurexin family protein binding
	1
	0.051577

	MF
	GO:0016846
	carbon-sulfur lyase activity
	1
	0.051577

	MF
	GO:0016863
	intramolecular oxidoreductase activity, transposing C=C bonds
	1
	0.051577

	MF
	GO:0008035
	high-density lipoprotein particle binding
	1
	0.051577

	MF
	GO:0030228
	lipoprotein particle receptor activity
	1
	0.051577

	MF
	GO:0003996
	acyl-CoA ligase activity
	1
	0.051577

	MF
	GO:0008392
	arachidonic acid epoxygenase activity
	1
	0.051577

	MF
	GO:0030169
	low-density lipoprotein particle binding
	1
	0.051577

	MF
	GO:0070402
	NADPH binding
	1
	0.051577

	MF
	GO:0033218
	amide binding
	3
	0.051577

	MF
	GO:0005001
	transmembrane receptor protein tyrosine phosphatase activity
	1
	0.051577

	MF
	GO:0019198
	transmembrane receptor protein phosphatase activity
	1
	0.051577

	MF
	GO:0048038
	quinone binding
	1
	0.051577

	MF
	GO:0005506
	iron ion binding
	2
	0.052698

	MF
	GO:0016853
	isomerase activity
	2
	0.052698

	MF
	GO:0004745
	retinol dehydrogenase activity
	1
	0.052698

	MF
	GO:0008329
	signaling pattern recognition receptor activity
	1
	0.052698

	MF
	GO:0004602
	glutathione peroxidase activity
	1
	0.052698

	MF
	GO:0004806
	triglyceride lipase activity
	1
	0.052698

	MF
	GO:0008106
	alcohol dehydrogenase (NADP+) activity
	1
	0.052698

	MF
	GO:0015645
	fatty acid ligase activity
	1
	0.052698

	MF
	GO:0038187
	pattern recognition receptor activity
	1
	0.052698

	MF
	GO:0000062
	fatty-acyl-CoA binding
	1
	0.05315

	MF
	GO:0050431
	transforming growth factor beta binding
	1
	0.05315

	KEGG
	hsa00010
	Glycolysis / Gluconeogenesis
	6
	3.74E-06

	KEGG
	hsa00350
	Tyrosine metabolism
	5
	3.74E-06

	KEGG
	hsa00360
	Phenylalanine metabolism
	4
	5.12E-06

	KEGG
	hsa00980
	Metabolism of xenobiotics by cytochrome P450
	5
	7.52E-05

	KEGG
	hsa03320
	PPAR signaling pathway
	5
	7.52E-05

	KEGG
	hsa00380
	Tryptophan metabolism
	4
	0.000113

	KEGG
	hsa00071
	Fatty acid degradation
	4
	0.000117

	KEGG
	hsa00910
	Nitrogen metabolism
	3
	0.000164

	KEGG
	hsa00590
	Arachidonic acid metabolism
	4
	0.00038

	KEGG
	hsa00830
	Retinol metabolism
	4
	0.000461

	KEGG
	hsa05204
	Chemical carcinogenesis
	4
	0.000868

	KEGG
	hsa00982
	Drug metabolism - cytochrome P450
	3
	0.00802

	KEGG
	hsa00100
	Steroid biosynthesis
	2
	0.008072

	KEGG
	hsa04964
	Proximal tubule bicarbonate reclamation
	2
	0.009912

	KEGG
	hsa00410
	beta-Alanine metabolism
	2
	0.015652

	KEGG
	hsa04066
	HIF-1 signaling pathway
	3
	0.020096

	KEGG
	hsa04975
	Fat digestion and absorption
	2
	0.027825

	KEGG
	hsa00280
	Valine, leucine and isoleucine degradation
	2
	0.032452

	KEGG
	hsa00270
	Cysteine and methionine metabolism
	2
	0.033235

	KEGG
	hsa01212
	Fatty acid metabolism
	2
	0.040482

	KEGG
	hsa04920
	Adipocytokine signaling pathway
	2
	0.055138

	KEGG
	hsa01230
	Biosynthesis of amino acids
	2
	0.061409



