Supplementary Table 2 | GO and KEGG enrichment analysis of hypoxia-DEGs
	Category
	ID
	Description
	qvalue
	Count

	BP
	GO:0006735
	NADH regeneration
	9.16E-16
	10

	BP
	GO:0061621
	canonical glycolysis
	9.16E-16
	10

	BP
	GO:0061718
	glucose catabolic process to pyruvate
	9.16E-16
	10

	BP
	GO:0061615
	glycolytic process through fructose-6-phosphate
	9.16E-16
	10

	BP
	GO:0061620
	glycolytic process through glucose-6-phosphate
	9.16E-16
	10

	BP
	GO:0006090
	pyruvate metabolic process
	2.74E-15
	15

	BP
	GO:0005996
	monosaccharide metabolic process
	3.41E-15
	18

	BP
	GO:0046031
	ADP metabolic process
	4.19E-15
	14

	BP
	GO:0006006
	glucose metabolic process
	6.57E-15
	16

	BP
	GO:0006165
	nucleoside diphosphate phosphorylation
	7.88E-15
	14

	BP
	GO:0006007
	glucose catabolic process
	7.88E-15
	10

	BP
	GO:0046939
	nucleotide phosphorylation
	8.38E-15
	14

	BP
	GO:0009135
	purine nucleoside diphosphate metabolic process
	8.85E-15
	14

	BP
	GO:0009179
	purine ribonucleoside diphosphate metabolic process
	8.85E-15
	14

	BP
	GO:0009185
	ribonucleoside diphosphate metabolic process
	1.02E-14
	14

	BP
	GO:0046394
	carboxylic acid biosynthetic process
	1.65E-14
	20

	BP
	GO:0006734
	NADH metabolic process
	1.65E-14
	10

	BP
	GO:0016053
	organic acid biosynthetic process
	1.65E-14
	20

	BP
	GO:0006096
	glycolytic process
	2.05E-14
	13

	BP
	GO:0072330
	monocarboxylic acid biosynthetic process
	2.05E-14
	18

	BP
	GO:0006757
	ATP generation from ADP
	2.17E-14
	13

	BP
	GO:0042866
	pyruvate biosynthetic process
	2.91E-14
	13

	BP
	GO:0009132
	nucleoside diphosphate metabolic process
	3.71E-14
	14

	BP
	GO:0019318
	hexose metabolic process
	4.02E-14
	16

	BP
	GO:0006754
	ATP biosynthetic process
	4.08E-14
	14

	BP
	GO:0016051
	carbohydrate biosynthetic process
	9.13E-14
	15

	BP
	GO:0009206
	purine ribonucleoside triphosphate biosynthetic process
	9.65E-14
	14

	BP
	GO:0009145
	purine nucleoside triphosphate biosynthetic process
	1.01E-13
	14

	BP
	GO:0009201
	ribonucleoside triphosphate biosynthetic process
	1.46E-13
	14

	BP
	GO:0019674
	NAD metabolic process
	1.84E-13
	11

	BP
	GO:0009127
	purine nucleoside monophosphate biosynthetic process
	2.11E-13
	14

	BP
	GO:0009168
	purine ribonucleoside monophosphate biosynthetic process
	2.11E-13
	14

	BP
	GO:0009142
	nucleoside triphosphate biosynthetic process
	2.99E-13
	14

	BP
	GO:0019359
	nicotinamide nucleotide biosynthetic process
	3.02E-13
	13

	BP
	GO:0019363
	pyridine nucleotide biosynthetic process
	3.02E-13
	13

	BP
	GO:0009435
	NAD biosynthetic process
	3.19E-13
	10

	BP
	GO:0072525
	pyridine-containing compound biosynthetic process
	3.65E-13
	13

	BP
	GO:0019320
	hexose catabolic process
	3.65E-13
	10

	BP
	GO:0009156
	ribonucleoside monophosphate biosynthetic process
	4.86E-13
	14

	BP
	GO:0016052
	carbohydrate catabolic process
	5.45E-13
	14

	BP
	GO:0006094
	gluconeogenesis
	8.29E-13
	11

	BP
	GO:0009124
	nucleoside monophosphate biosynthetic process
	9.6E-13
	14

	BP
	GO:0019319
	hexose biosynthetic process
	1.15E-12
	11

	BP
	GO:0046365
	monosaccharide catabolic process
	1.76E-12
	10

	BP
	GO:0046364
	monosaccharide biosynthetic process
	2.26E-12
	11

	BP
	GO:0009152
	purine ribonucleotide biosynthetic process
	2.74E-12
	15

	BP
	GO:0009166
	nucleotide catabolic process
	3.64E-12
	13

	BP
	GO:0009260
	ribonucleotide biosynthetic process
	5.09E-12
	15

	BP
	GO:1901292
	nucleoside phosphate catabolic process
	5.31E-12
	13

	BP
	GO:0019362
	pyridine nucleotide metabolic process
	5.47E-12
	13

	BP
	GO:0046496
	nicotinamide nucleotide metabolic process
	5.47E-12
	13

	BP
	GO:0006164
	purine nucleotide biosynthetic process
	6.5E-12
	15

	BP
	GO:0046390
	ribose phosphate biosynthetic process
	6.5E-12
	15

	BP
	GO:0072524
	pyridine-containing compound metabolic process
	7.72E-12
	13

	BP
	GO:0072522
	purine-containing compound biosynthetic process
	1.16E-11
	15

	BP
	GO:0006733
	oxidoreduction coenzyme metabolic process
	1.6E-11
	13

	BP
	GO:0009108
	coenzyme biosynthetic process
	1.61E-11
	14

	BP
	GO:0006732
	coenzyme metabolic process
	2.93E-11
	16

	BP
	GO:0034404
	nucleobase-containing small molecule biosynthetic process
	4.67E-11
	13

	BP
	GO:0046034
	ATP metabolic process
	1.26E-10
	14

	BP
	GO:0046434
	organophosphate catabolic process
	1.47E-10
	13

	BP
	GO:0009165
	nucleotide biosynthetic process
	2.08E-10
	15

	BP
	GO:1901293
	nucleoside phosphate biosynthetic process
	2.38E-10
	15

	BP
	GO:0051188
	cofactor biosynthetic process
	2.89E-10
	14

	BP
	GO:0009205
	purine ribonucleoside triphosphate metabolic process
	4.09E-10
	14

	BP
	GO:0009167
	purine ribonucleoside monophosphate metabolic process
	4.91E-10
	14

	BP
	GO:0009126
	purine nucleoside monophosphate metabolic process
	4.95E-10
	14

	BP
	GO:0009199
	ribonucleoside triphosphate metabolic process
	4.95E-10
	14

	BP
	GO:0009144
	purine nucleoside triphosphate metabolic process
	5.07E-10
	14

	BP
	GO:0009161
	ribonucleoside monophosphate metabolic process
	7.91E-10
	14

	BP
	GO:0001666
	response to hypoxia
	9.4E-10
	14

	BP
	GO:0009141
	nucleoside triphosphate metabolic process
	1.03E-09
	14

	BP
	GO:0036293
	response to decreased oxygen levels
	1.36E-09
	14

	BP
	GO:0009123
	nucleoside monophosphate metabolic process
	1.6E-09
	14

	BP
	GO:0070482
	response to oxygen levels
	3.04E-09
	14

	BP
	GO:0006024
	glycosaminoglycan biosynthetic process
	5.21E-09
	9

	BP
	GO:0006023
	aminoglycan biosynthetic process
	7.68E-09
	9

	BP
	GO:0030203
	glycosaminoglycan metabolic process
	1.42E-07
	9

	BP
	GO:0044262
	cellular carbohydrate metabolic process
	1.45E-07
	11

	BP
	GO:0006022
	aminoglycan metabolic process
	2.36E-07
	9

	BP
	GO:0030388
	fructose 1,6-bisphosphate metabolic process
	6.66E-07
	4

	BP
	GO:0044282
	small molecule catabolic process
	1.22E-05
	11

	BP
	GO:0051591
	response to cAMP
	2.85E-05
	6

	BP
	GO:0006027
	glycosaminoglycan catabolic process
	5.49E-05
	5

	BP
	GO:0032496
	response to lipopolysaccharide
	6.06E-05
	9

	BP
	GO:1903510
	mucopolysaccharide metabolic process
	6.38E-05
	6

	BP
	GO:0006026
	aminoglycan catabolic process
	7.28E-05
	5

	BP
	GO:0002237
	response to molecule of bacterial origin
	7.95E-05
	9

	BP
	GO:1900371
	regulation of purine nucleotide biosynthetic process
	7.95E-05
	6

	BP
	GO:0030808
	regulation of nucleotide biosynthetic process
	8.26E-05
	6

	BP
	GO:0030166
	proteoglycan biosynthetic process
	9.36E-05
	5

	BP
	GO:0062012
	regulation of small molecule metabolic process
	0.000113
	10

	BP
	GO:0030198
	extracellular matrix organization
	0.000134
	9

	BP
	GO:0034976
	response to endoplasmic reticulum stress
	0.000162
	8

	BP
	GO:0046683
	response to organophosphorus
	0.000163
	6

	BP
	GO:0030208
	dermatan sulfate biosynthetic process
	0.000165
	3

	BP
	GO:0006109
	regulation of carbohydrate metabolic process
	0.000171
	7

	BP
	GO:0030205
	dermatan sulfate metabolic process
	0.00021
	3

	BP
	GO:1900542
	regulation of purine nucleotide metabolic process
	0.000217
	6

	BP
	GO:0034637
	cellular carbohydrate biosynthetic process
	0.000245
	5

	BP
	GO:0006140
	regulation of nucleotide metabolic process
	0.000245
	6

	BP
	GO:0042542
	response to hydrogen peroxide
	0.000245
	6

	BP
	GO:0051384
	response to glucocorticoid
	0.000245
	6

	BP
	GO:0030207
	chondroitin sulfate catabolic process
	0.000251
	3

	BP
	GO:0014074
	response to purine-containing compound
	0.00027
	6

	BP
	GO:0006000
	fructose metabolic process
	0.000304
	3

	BP
	GO:0050651
	dermatan sulfate proteoglycan biosynthetic process
	0.000304
	3

	BP
	GO:0000302
	response to reactive oxygen species
	0.00033
	7

	BP
	GO:0007568
	aging
	0.00033
	8

	BP
	GO:0043062
	extracellular structure organization
	0.000336
	9

	BP
	GO:0071453
	cellular response to oxygen levels
	0.000341
	7

	BP
	GO:0006029
	proteoglycan metabolic process
	0.000346
	5

	BP
	GO:0050655
	dermatan sulfate proteoglycan metabolic process
	0.000354
	3

	BP
	GO:0042116
	macrophage activation
	0.000358
	5

	BP
	GO:0061614
	pri-miRNA transcription by RNA polymerase II
	0.000359
	4

	BP
	GO:2001169
	regulation of ATP biosynthetic process
	0.00037
	5

	BP
	GO:0031960
	response to corticosteroid
	0.000388
	6

	BP
	GO:0006979
	response to oxidative stress
	0.000526
	9

	BP
	GO:0042326
	negative regulation of phosphorylation
	0.000694
	9

	BP
	GO:0036499
	PERK-mediated unfolded protein response
	0.000781
	3

	BP
	GO:0002688
	regulation of leukocyte chemotaxis
	0.000809
	5

	BP
	GO:0048545
	response to steroid hormone
	0.001056
	8

	BP
	GO:0030968
	endoplasmic reticulum unfolded protein response
	0.001056
	5

	BP
	GO:1903578
	regulation of ATP metabolic process
	0.001089
	5

	BP
	GO:0097193
	intrinsic apoptotic signaling pathway
	0.001151
	7

	BP
	GO:0071456
	cellular response to hypoxia
	0.001406
	6

	BP
	GO:0030206
	chondroitin sulfate biosynthetic process
	0.001423
	3

	BP
	GO:0034599
	cellular response to oxidative stress
	0.001478
	7

	BP
	GO:0097529
	myeloid leukocyte migration
	0.001486
	6

	BP
	GO:0060326
	cell chemotaxis
	0.001516
	7

	BP
	GO:0036294
	cellular response to decreased oxygen levels
	0.001736
	6

	BP
	GO:0050920
	regulation of chemotaxis
	0.001736
	6

	BP
	GO:1901342
	regulation of vasculature development
	0.001836
	8

	BP
	GO:0009896
	positive regulation of catabolic process
	0.001852
	8

	BP
	GO:0034620
	cellular response to unfolded protein
	0.001912
	5

	BP
	GO:0030595
	leukocyte chemotaxis
	0.002002
	6

	BP
	GO:0010675
	regulation of cellular carbohydrate metabolic process
	0.002013
	5

	BP
	GO:0050673
	epithelial cell proliferation
	0.002142
	8

	BP
	GO:0050650
	chondroitin sulfate proteoglycan biosynthetic process
	0.002188
	3

	BP
	GO:1902895
	positive regulation of pri-miRNA transcription by RNA polymerase II
	0.002188
	3

	BP
	GO:0046677
	response to antibiotic
	0.002188
	7

	BP
	GO:0001667
	ameboidal-type cell migration
	0.003131
	8

	BP
	GO:0048872
	homeostasis of number of cells
	0.003155
	6

	BP
	GO:0007519
	skeletal muscle tissue development
	0.003326
	5

	BP
	GO:1904035
	regulation of epithelial cell apoptotic process
	0.003326
	4

	BP
	GO:0035967
	cellular response to topologically incorrect protein
	0.003381
	5

	BP
	GO:0051899
	membrane depolarization
	0.003729
	4

	BP
	GO:0010038
	response to metal ion
	0.003991
	7

	BP
	GO:0034614
	cellular response to reactive oxygen species
	0.004028
	5

	BP
	GO:0030204
	chondroitin sulfate metabolic process
	0.004058
	3

	BP
	GO:0048660
	regulation of smooth muscle cell proliferation
	0.004058
	5

	BP
	GO:0060538
	skeletal muscle organ development
	0.004058
	5

	BP
	GO:0035690
	cellular response to drug
	0.00419
	7

	BP
	GO:0051196
	regulation of coenzyme metabolic process
	0.004194
	4

	BP
	GO:0048659
	smooth muscle cell proliferation
	0.004199
	5

	BP
	GO:0042036
	negative regulation of cytokine biosynthetic process
	0.004243
	3

	BP
	GO:1902893
	regulation of pri-miRNA transcription by RNA polymerase II
	0.004537
	3

	BP
	GO:0050678
	regulation of epithelial cell proliferation
	0.004669
	7

	BP
	GO:0006986
	response to unfolded protein
	0.004669
	5

	BP
	GO:0050900
	leukocyte migration
	0.004708
	8

	BP
	GO:0045765
	regulation of angiogenesis
	0.004972
	7

	BP
	GO:0050654
	chondroitin sulfate proteoglycan metabolic process
	0.00542
	3

	BP
	GO:0006002
	fructose 6-phosphate metabolic process
	0.005542
	2

	BP
	GO:0010739
	positive regulation of protein kinase A signaling
	0.005542
	2

	BP
	GO:0006984
	ER-nucleus signaling pathway
	0.006067
	3

	BP
	GO:1904659
	glucose transmembrane transport
	0.006318
	4

	BP
	GO:0031952
	regulation of protein autophosphorylation
	0.006369
	3

	BP
	GO:0042594
	response to starvation
	0.006369
	5

	BP
	GO:0044272
	sulfur compound biosynthetic process
	0.006369
	5

	BP
	GO:1901136
	carbohydrate derivative catabolic process
	0.006369
	5

	BP
	GO:0005984
	disaccharide metabolic process
	0.006369
	2

	BP
	GO:0019852
	L-ascorbic acid metabolic process
	0.006369
	2

	BP
	GO:0051024
	positive regulation of immunoglobulin secretion
	0.006369
	2

	BP
	GO:0072584
	caveolin-mediated endocytosis
	0.006369
	2

	BP
	GO:1901654
	response to ketone
	0.006443
	5

	BP
	GO:1904019
	epithelial cell apoptotic process
	0.006604
	4

	BP
	GO:0008645
	hexose transmembrane transport
	0.006752
	4

	BP
	GO:2001238
	positive regulation of extrinsic apoptotic signaling pathway
	0.006752
	3

	BP
	GO:0002685
	regulation of leukocyte migration
	0.006752
	5

	BP
	GO:0070372
	regulation of ERK1 and ERK2 cascade
	0.007018
	6

	BP
	GO:0005976
	polysaccharide metabolic process
	0.007018
	4

	BP
	GO:0015749
	monosaccharide transmembrane transport
	0.007018
	4

	BP
	GO:0042035
	regulation of cytokine biosynthetic process
	0.007018
	4

	BP
	GO:0035966
	response to topologically incorrect protein
	0.007032
	5

	BP
	GO:0048146
	positive regulation of fibroblast proliferation
	0.007326
	3

	BP
	GO:0034219
	carbohydrate transmembrane transport
	0.007368
	4

	BP
	GO:0010906
	regulation of glucose metabolic process
	0.007567
	4

	BP
	GO:0051193
	regulation of cofactor metabolic process
	0.008018
	4

	BP
	GO:0042113
	B cell activation
	0.008051
	6

	BP
	GO:0070555
	response to interleukin-1
	0.008063
	5

	BP
	GO:0001933
	negative regulation of protein phosphorylation
	0.008063
	7

	BP
	GO:0031953
	negative regulation of protein autophosphorylation
	0.008063
	2

	BP
	GO:0045779
	negative regulation of bone resorption
	0.008063
	2

	BP
	GO:0045820
	negative regulation of glycolytic process
	0.008063
	2

	BP
	GO:0009612
	response to mechanical stimulus
	0.008439
	5

	BP
	GO:0048732
	gland development
	0.008504
	7

	BP
	GO:0043030
	regulation of macrophage activation
	0.008532
	3

	BP
	GO:0044273
	sulfur compound catabolic process
	0.008532
	3

	BP
	GO:0042089
	cytokine biosynthetic process
	0.008535
	4

	BP
	GO:0070371
	ERK1 and ERK2 cascade
	0.008535
	6

	BP
	GO:0042107
	cytokine metabolic process
	0.008738
	4

	BP
	GO:0030213
	hyaluronan biosynthetic process
	0.009013
	2

	BP
	GO:0018209
	peptidyl-serine modification
	0.009111
	6

	BP
	GO:0032103
	positive regulation of response to external stimulus
	0.009211
	6

	BP
	GO:0071385
	cellular response to glucocorticoid stimulus
	0.009616
	3

	BP
	GO:0030812
	negative regulation of nucleotide catabolic process
	0.010074
	2

	BP
	GO:0046851
	negative regulation of bone remodeling
	0.010074
	2

	BP
	GO:0051198
	negative regulation of coenzyme metabolic process
	0.010074
	2

	BP
	GO:0044706
	multi-multicellular organism process
	0.010074
	5

	BP
	GO:0071384
	cellular response to corticosteroid stimulus
	0.010863
	3

	BP
	GO:0044849
	estrous cycle
	0.01123
	2

	BP
	GO:2001170
	negative regulation of ATP biosynthetic process
	0.01123
	2

	BP
	GO:0001889
	liver development
	0.01123
	4

	BP
	GO:0050921
	positive regulation of chemotaxis
	0.01123
	4

	BP
	GO:0061008
	hepaticobiliary system development
	0.012116
	4

	BP
	GO:0033135
	regulation of peptidyl-serine phosphorylation
	0.012384
	4

	BP
	GO:0050708
	regulation of protein secretion
	0.012392
	7

	BP
	GO:0010715
	regulation of extracellular matrix disassembly
	0.012392
	2

	BP
	GO:0002548
	monocyte chemotaxis
	0.012474
	3

	BP
	GO:0009101
	glycoprotein biosynthetic process
	0.012474
	6

	BP
	GO:0051260
	protein homooligomerization
	0.012967
	6

	BP
	GO:0033002
	muscle cell proliferation
	0.013113
	5

	BP
	GO:0009312
	oligosaccharide biosynthetic process
	0.013356
	2

	BP
	GO:0030809
	negative regulation of nucleotide biosynthetic process
	0.013356
	2

	BP
	GO:0035994
	response to muscle stretch
	0.013356
	2

	BP
	GO:0051023
	regulation of immunoglobulin secretion
	0.013356
	2

	BP
	GO:1900372
	negative regulation of purine nucleotide biosynthetic process
	0.013356
	2

	BP
	GO:0035914
	skeletal muscle cell differentiation
	0.013618
	3

	BP
	GO:0050918
	positive chemotaxis
	0.013618
	3

	BP
	GO:0002262
	myeloid cell homeostasis
	0.014161
	4

	BP
	GO:0071236
	cellular response to antibiotic
	0.014161
	4

	BP
	GO:0031331
	positive regulation of cellular catabolic process
	0.014161
	6

	BP
	GO:0043687
	post-translational protein modification
	0.014161
	6

	BP
	GO:0008643
	carbohydrate transport
	0.014237
	4

	BP
	GO:0051592
	response to calcium ion
	0.014237
	4

	BP
	GO:0002689
	negative regulation of leukocyte chemotaxis
	0.014237
	2

	BP
	GO:0034138
	toll-like receptor 3 signaling pathway
	0.014237
	2

	BP
	GO:0060395
	SMAD protein signal transduction
	0.014237
	3

	BP
	GO:0009267
	cellular response to starvation
	0.014417
	4

	BP
	GO:0032102
	negative regulation of response to external stimulus
	0.014527
	6

	BP
	GO:0045637
	regulation of myeloid cell differentiation
	0.014947
	5

	BP
	GO:0002446
	neutrophil mediated immunity
	0.01511
	7

	BP
	GO:0031667
	response to nutrient levels
	0.01511
	7

	BP
	GO:0002791
	regulation of peptide secretion
	0.01511
	7

	BP
	GO:0006071
	glycerol metabolic process
	0.01511
	2

	BP
	GO:0010738
	regulation of protein kinase A signaling
	0.01511
	2

	BP
	GO:0034104
	negative regulation of tissue remodeling
	0.01511
	2

	BP
	GO:0070262
	peptidyl-serine dephosphorylation
	0.01511
	2

	BP
	GO:2001236
	regulation of extrinsic apoptotic signaling pathway
	0.015965
	4

	BP
	GO:0019682
	glyceraldehyde-3-phosphate metabolic process
	0.016461
	2

	BP
	GO:0072111
	cell proliferation involved in kidney development
	0.016461
	2

	BP
	GO:0043467
	regulation of generation of precursor metabolites and energy
	0.016904
	4

	BP
	GO:0032680
	regulation of tumor necrosis factor production
	0.017618
	4

	BP
	GO:0048305
	immunoglobulin secretion
	0.017781
	2

	BP
	GO:0051195
	negative regulation of cofactor metabolic process
	0.017781
	2

	BP
	GO:0000271
	polysaccharide biosynthetic process
	0.018012
	3

	BP
	GO:0032640
	tumor necrosis factor production
	0.018317
	4

	BP
	GO:1903555
	regulation of tumor necrosis factor superfamily cytokine production
	0.018317
	4

	BP
	GO:0031668
	cellular response to extracellular stimulus
	0.018317
	5

	BP
	GO:0050714
	positive regulation of protein secretion
	0.018317
	5

	BP
	GO:0006110
	regulation of glycolytic process
	0.018317
	3

	BP
	GO:0019400
	alditol metabolic process
	0.018766
	2

	BP
	GO:0032703
	negative regulation of interleukin-2 production
	0.018766
	2

	BP
	GO:0060055
	angiogenesis involved in wound healing
	0.018766
	2

	BP
	GO:0030811
	regulation of nucleotide catabolic process
	0.019362
	3

	BP
	GO:0071706
	tumor necrosis factor superfamily cytokine production
	0.01996
	4

	BP
	GO:0032897
	negative regulation of viral transcription
	0.020193
	2

	BP
	GO:1903532
	positive regulation of secretion by cell
	0.020204
	6

	BP
	GO:0048145
	regulation of fibroblast proliferation
	0.020433
	3

	BP
	GO:0010634
	positive regulation of epithelial cell migration
	0.020947
	4

	BP
	GO:0048144
	fibroblast proliferation
	0.020978
	3

	BP
	GO:0043900
	regulation of multi-organism process
	0.021412
	6

	BP
	GO:0031664
	regulation of lipopolysaccharide-mediated signaling pathway
	0.021416
	2

	BP
	GO:2001233
	regulation of apoptotic signaling pathway
	0.021513
	6

	BP
	GO:0001776
	leukocyte homeostasis
	0.022088
	3

	BP
	GO:0001936
	regulation of endothelial cell proliferation
	0.022567
	4

	BP
	GO:0002690
	positive regulation of leukocyte chemotaxis
	0.022567
	3

	BP
	GO:0043567
	regulation of insulin-like growth factor receptor signaling pathway
	0.022567
	2

	BP
	GO:0072539
	T-helper 17 cell differentiation
	0.022567
	2

	BP
	GO:1903579
	negative regulation of ATP metabolic process
	0.022567
	2

	BP
	GO:0043470
	regulation of carbohydrate catabolic process
	0.022999
	3

	BP
	GO:0002793
	positive regulation of peptide secretion
	0.022999
	5

	BP
	GO:0030099
	myeloid cell differentiation
	0.023427
	6

	BP
	GO:0071347
	cellular response to interleukin-1
	0.023427
	4

	BP
	GO:0010632
	regulation of epithelial cell migration
	0.023557
	5

	BP
	GO:0071356
	cellular response to tumor necrosis factor
	0.023557
	5

	BP
	GO:0071466
	cellular response to xenobiotic stimulus
	0.023557
	4

	BP
	GO:0000188
	inactivation of MAPK activity
	0.023557
	2

	BP
	GO:0002026
	regulation of the force of heart contraction
	0.023557
	2

	BP
	GO:0009100
	glycoprotein metabolic process
	0.023685
	6

	BP
	GO:0071674
	mononuclear cell migration
	0.023711
	3

	BP
	GO:0045639
	positive regulation of myeloid cell differentiation
	0.024372
	3

	BP
	GO:0001516
	prostaglandin biosynthetic process
	0.024693
	2

	BP
	GO:0033137
	negative regulation of peptidyl-serine phosphorylation
	0.024693
	2

	BP
	GO:0046457
	prostanoid biosynthetic process
	0.024693
	2

	BP
	GO:1900543
	negative regulation of purine nucleotide metabolic process
	0.024693
	2

	BP
	GO:0050864
	regulation of B cell activation
	0.024693
	4

	BP
	GO:0003073
	regulation of systemic arterial blood pressure
	0.025366
	3

	BP
	GO:0018105
	peptidyl-serine phosphorylation
	0.025366
	5

	BP
	GO:0051047
	positive regulation of secretion
	0.025366
	6

	BP
	GO:0051289
	protein homotetramerization
	0.025529
	3

	BP
	GO:1901216
	positive regulation of neuron death
	0.025529
	3

	BP
	GO:0010575
	positive regulation of vascular endothelial growth factor production
	0.025529
	2

	BP
	GO:0045980
	negative regulation of nucleotide metabolic process
	0.025529
	2

	BP
	GO:0070528
	protein kinase C signaling
	0.025529
	2

	BP
	GO:0072538
	T-helper 17 type immune response
	0.025529
	2

	BP
	GO:1901017
	negative regulation of potassium ion transmembrane transporter activity
	0.025529
	2

	BP
	GO:0002702
	positive regulation of production of molecular mediator of immune response
	0.026051
	3

	BP
	GO:0097327
	response to antineoplastic agent
	0.026734
	3

	BP
	GO:0001935
	endothelial cell proliferation
	0.026764
	4

	BP
	GO:0001782
	B cell homeostasis
	0.026764
	2

	BP
	GO:0050869
	negative regulation of B cell activation
	0.026764
	2

	BP
	GO:0071549
	cellular response to dexamethasone stimulus
	0.026764
	2

	BP
	GO:0007565
	female pregnancy
	0.027125
	4

	BP
	GO:0010762
	regulation of fibroblast migration
	0.028361
	2

	BP
	GO:0070301
	cellular response to hydrogen peroxide
	0.028473
	3

	BP
	GO:0034612
	response to tumor necrosis factor
	0.028607
	5

	BP
	GO:0031099
	regeneration
	0.029718
	4

	BP
	GO:0015012
	heparan sulfate proteoglycan biosynthetic process
	0.029718
	2

	BP
	GO:0048661
	positive regulation of smooth muscle cell proliferation
	0.029718
	3

	BP
	GO:0044264
	cellular polysaccharide metabolic process
	0.031064
	3

	BP
	GO:0010737
	protein kinase A signaling
	0.031064
	2

	BP
	GO:0033028
	myeloid cell apoptotic process
	0.031064
	2

	BP
	GO:1901380
	negative regulation of potassium ion transmembrane transport
	0.031064
	2

	BP
	GO:2000352
	negative regulation of endothelial cell apoptotic process
	0.031064
	2

	BP
	GO:0009746
	response to hexose
	0.031192
	4

	BP
	GO:0002573
	myeloid leukocyte differentiation
	0.032179
	4

	BP
	GO:0033138
	positive regulation of peptidyl-serine phosphorylation
	0.032274
	3

	BP
	GO:0010574
	regulation of vascular endothelial growth factor production
	0.032432
	2

	BP
	GO:0071222
	cellular response to lipopolysaccharide
	0.032432
	4

	BP
	GO:0050679
	positive regulation of epithelial cell proliferation
	0.032884
	4

	BP
	GO:0034284
	response to monosaccharide
	0.033339
	4

	BP
	GO:0050707
	regulation of cytokine secretion
	0.034934
	4

	BP
	GO:0010573
	vascular endothelial growth factor production
	0.035667
	2

	BP
	GO:2001171
	positive regulation of ATP biosynthetic process
	0.035667
	2

	BP
	GO:0030336
	negative regulation of cell migration
	0.035667
	5

	BP
	GO:0071219
	cellular response to molecule of bacterial origin
	0.035667
	4

	BP
	GO:0045732
	positive regulation of protein catabolic process
	0.03673
	4

	BP
	GO:0030201
	heparan sulfate proteoglycan metabolic process
	0.036843
	2

	BP
	GO:0030212
	hyaluronan metabolic process
	0.036843
	2

	BP
	GO:0071276
	cellular response to cadmium ion
	0.036843
	2

	BP
	GO:0070374
	positive regulation of ERK1 and ERK2 cascade
	0.036843
	4

	BP
	GO:0001938
	positive regulation of endothelial cell proliferation
	0.036843
	3

	BP
	GO:0071496
	cellular response to external stimulus
	0.03709
	5

	BP
	GO:0007599
	hemostasis
	0.037879
	5

	BP
	GO:0030218
	erythrocyte differentiation
	0.037952
	3

	BP
	GO:0048009
	insulin-like growth factor receptor signaling pathway
	0.037952
	2

	BP
	GO:0048246
	macrophage chemotaxis
	0.037952
	2

	BP
	GO:0086005
	ventricular cardiac muscle cell action potential
	0.037952
	2

	BP
	GO:1905898
	positive regulation of response to endoplasmic reticulum stress
	0.037952
	2

	BP
	GO:0043312
	neutrophil degranulation
	0.039149
	6

	BP
	GO:0010761
	fibroblast migration
	0.039347
	2

	BP
	GO:0055090
	acylglycerol homeostasis
	0.039347
	2

	BP
	GO:0060306
	regulation of membrane repolarization
	0.039347
	2

	BP
	GO:0070328
	triglyceride homeostasis
	0.039347
	2

	BP
	GO:0043903
	regulation of symbiosis, encompassing mutualism through parasitism
	0.039552
	4

	BP
	GO:0002283
	neutrophil activation involved in immune response
	0.039608
	6

	BP
	GO:0070997
	neuron death
	0.039643
	5

	BP
	GO:0002761
	regulation of myeloid leukocyte differentiation
	0.039654
	3

	BP
	GO:0045444
	fat cell differentiation
	0.039663
	4

	BP
	GO:0007178
	transmembrane receptor protein serine/threonine kinase signaling pathway
	0.039663
	5

	BP
	GO:2000146
	negative regulation of cell motility
	0.039663
	5

	BP
	GO:0097191
	extrinsic apoptotic signaling pathway
	0.039996
	4

	BP
	GO:0045124
	regulation of bone resorption
	0.040146
	2

	BP
	GO:0071548
	response to dexamethasone
	0.040146
	2

	BP
	GO:0010631
	epithelial cell migration
	0.040146
	5

	BP
	GO:0030098
	lymphocyte differentiation
	0.040966
	5

	BP
	GO:0090132
	epithelium migration
	0.041324
	5

	BP
	GO:0043267
	negative regulation of potassium ion transport
	0.041579
	2

	BP
	GO:1903053
	regulation of extracellular matrix organization
	0.041579
	2

	BP
	GO:0042119
	neutrophil activation
	0.041858
	6

	BP
	GO:0010594
	regulation of endothelial cell migration
	0.042077
	4

	BP
	GO:0009743
	response to carbohydrate
	0.042476
	4

	BP
	GO:1904018
	positive regulation of vasculature development
	0.042476
	4

	BP
	GO:0034101
	erythrocyte homeostasis
	0.042527
	3

	BP
	GO:0002639
	positive regulation of immunoglobulin production
	0.042746
	2

	BP
	GO:0010677
	negative regulation of cellular carbohydrate metabolic process
	0.042746
	2

	BP
	GO:0006936
	muscle contraction
	0.042932
	5

	BP
	GO:0090130
	tissue migration
	0.042932
	5

	BP
	GO:0006692
	prostanoid metabolic process
	0.044255
	2

	BP
	GO:0006693
	prostaglandin metabolic process
	0.044255
	2

	BP
	GO:0071216
	cellular response to biotic stimulus
	0.045378
	4

	BP
	GO:0007050
	cell cycle arrest
	0.045772
	4

	BP
	GO:0031669
	cellular response to nutrient levels
	0.045772
	4

	BP
	GO:0038084
	vascular endothelial growth factor signaling pathway
	0.045772
	2

	BP
	GO:0002687
	positive regulation of leukocyte migration
	0.046908
	3

	BP
	GO:0010595
	positive regulation of endothelial cell migration
	0.046908
	3

	BP
	GO:0050663
	cytokine secretion
	0.047055
	4

	BP
	GO:0032570
	response to progesterone
	0.047055
	2

	BP
	GO:0042771
	intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	0.047055
	2

	BP
	GO:0044275
	cellular carbohydrate catabolic process
	0.047055
	2

	BP
	GO:0006790
	sulfur compound metabolic process
	0.047323
	5

	BP
	GO:0030810
	positive regulation of nucleotide biosynthetic process
	0.04858
	2

	BP
	GO:1900373
	positive regulation of purine nucleotide biosynthetic process
	0.04858
	2

	BP
	GO:1904036
	negative regulation of epithelial cell apoptotic process
	0.04858
	2

	BP
	GO:0030183
	B cell differentiation
	0.048784
	3

	BP
	GO:0045598
	regulation of fat cell differentiation
	0.049664
	3

	BP
	GO:0045646
	regulation of erythrocyte differentiation
	0.050112
	2

	BP
	GO:1903580
	positive regulation of ATP metabolic process
	0.050112
	2

	BP
	GO:0097237
	cellular response to toxic substance
	0.050516
	4

	BP
	GO:0001774
	microglial cell activation
	0.051163
	2

	BP
	GO:0002269
	leukocyte activation involved in inflammatory response
	0.051163
	2

	BP
	GO:0009311
	oligosaccharide metabolic process
	0.051163
	2

	BP
	GO:0045912
	negative regulation of carbohydrate metabolic process
	0.051163
	2

	BP
	GO:0045933
	positive regulation of muscle contraction
	0.051163
	2

	BP
	GO:0046850
	regulation of bone remodeling
	0.051163
	2

	BP
	GO:0006631
	fatty acid metabolic process
	0.051163
	5

	BP
	GO:0051271
	negative regulation of cellular component movement
	0.05144
	5

	BP
	GO:0071383
	cellular response to steroid hormone stimulus
	0.05144
	4

	BP
	GO:0002686
	negative regulation of leukocyte migration
	0.052293
	2

	BP
	GO:0003044
	regulation of systemic arterial blood pressure mediated by a chemical signal
	0.052293
	2

	BP
	GO:0003254
	regulation of membrane depolarization
	0.052293
	2

	BP
	GO:0043124
	negative regulation of I-kappaB kinase/NF-kappaB signaling
	0.052293
	2

	BP
	GO:1904707
	positive regulation of vascular smooth muscle cell proliferation
	0.052293
	2

	BP
	GO:0014706
	striated muscle tissue development
	0.053889
	5

	BP
	GO:0070741
	response to interleukin-6
	0.053952
	2

	BP
	GO:0086009
	membrane repolarization
	0.053952
	2

	BP
	GO:0002700
	regulation of production of molecular mediator of immune response
	0.054016
	3

	BP
	GO:0050715
	positive regulation of cytokine secretion
	0.054016
	3

	BP
	GO:0050730
	regulation of peptidyl-tyrosine phosphorylation
	0.054213
	4

	BP
	GO:0045599
	negative regulation of fat cell differentiation
	0.055489
	2

	BP
	GO:0040013
	negative regulation of locomotion
	0.056266
	5

	BP
	GO:0072006
	nephron development
	0.056627
	3

	BP
	GO:1902373
	negative regulation of mRNA catabolic process
	0.057165
	2

	BP
	GO:0032964
	collagen biosynthetic process
	0.05885
	2

	BP
	GO:0038066
	p38MAPK cascade
	0.05885
	2

	BP
	GO:1905517
	macrophage migration
	0.05885
	2

	BP
	GO:0031330
	negative regulation of cellular catabolic process
	0.058911
	4

	BP
	GO:0071901
	negative regulation of protein serine/threonine kinase activity
	0.059013
	3

	BP
	GO:0002720
	positive regulation of cytokine production involved in immune response
	0.060124
	2

	BP
	GO:0002763
	positive regulation of myeloid leukocyte differentiation
	0.060124
	2

	BP
	GO:0006636
	unsaturated fatty acid biosynthetic process
	0.060124
	2

	BP
	GO:0032663
	regulation of interleukin-2 production
	0.060124
	2

	BP
	GO:0060537
	muscle tissue development
	0.061432
	5

	BP
	GO:0061041
	regulation of wound healing
	0.061432
	3

	BP
	GO:0046456
	icosanoid biosynthetic process
	0.061818
	2

	BP
	GO:0007517
	muscle organ development
	0.062066
	5

	BP
	GO:0019216
	regulation of lipid metabolic process
	0.062066
	5

	BP
	GO:0032868
	response to insulin
	0.063231
	4

	BP
	GO:0070936
	protein K48-linked ubiquitination
	0.063231
	2

	BP
	GO:0086002
	cardiac muscle cell action potential involved in contraction
	0.063231
	2

	BP
	GO:0043542
	endothelial cell migration
	0.063594
	4

	BP
	GO:0055088
	lipid homeostasis
	0.063594
	3

	BP
	GO:0001558
	regulation of cell growth
	0.064643
	5

	BP
	GO:0045981
	positive regulation of nucleotide metabolic process
	0.064643
	2

	BP
	GO:1900544
	positive regulation of purine nucleotide metabolic process
	0.064643
	2

	BP
	GO:0062013
	positive regulation of small molecule metabolic process
	0.06524
	3

	BP
	GO:0051222
	positive regulation of protein transport
	0.065385
	5

	BP
	GO:0019229
	regulation of vasoconstriction
	0.065616
	2

	BP
	GO:0031663
	lipopolysaccharide-mediated signaling pathway
	0.065616
	2

	BP
	GO:0032722
	positive regulation of chemokine production
	0.065616
	2

	BP
	GO:0042093
	T-helper cell differentiation
	0.065616
	2

	BP
	GO:0061900
	glial cell activation
	0.065616
	2

	BP
	GO:1902041
	regulation of extrinsic apoptotic signaling pathway via death domain receptors
	0.065616
	2

	BP
	GO:0001822
	kidney development
	0.065662
	4

	BP
	GO:0030856
	regulation of epithelial cell differentiation
	0.067021
	3

	BP
	GO:0001658
	branching involved in ureteric bud morphogenesis
	0.067021
	2

	BP
	GO:1902369
	negative regulation of RNA catabolic process
	0.067021
	2

	BP
	GO:2000351
	regulation of endothelial cell apoptotic process
	0.067021
	2

	BP
	GO:0002294
	CD4-positive, alpha-beta T cell differentiation involved in immune response
	0.069018
	2

	BP
	GO:0072593
	reactive oxygen species metabolic process
	0.069473
	4

	BP
	GO:0051348
	negative regulation of transferase activity
	0.070119
	4

	BP
	GO:0002287
	alpha-beta T cell activation involved in immune response
	0.070424
	2

	BP
	GO:0002293
	alpha-beta T cell differentiation involved in immune response
	0.070424
	2

	BP
	GO:0045604
	regulation of epidermal cell differentiation
	0.070424
	2

	CC
	GO:0005796
	Golgi lumen
	7.66E-06
	7

	CC
	GO:0005788
	endoplasmic reticulum lumen
	7.24E-05
	9

	CC
	GO:0043202
	lysosomal lumen
	0.000787
	5

	CC
	GO:0005775
	vacuolar lumen
	0.009787
	5

	CC
	GO:0101002
	ficolin-1-rich granule
	0.010253
	5

	CC
	GO:0062023
	collagen-containing extracellular matrix
	0.010253
	7

	CC
	GO:0005901
	caveola
	0.04556
	3

	CC
	GO:0031430
	M band
	0.061698
	2

	MF
	GO:0048029
	monosaccharide binding
	2.42E-06
	7

	MF
	GO:0030246
	carbohydrate binding
	7.55E-05
	9

	MF
	GO:0016829
	lyase activity
	0.00041
	7

	MF
	GO:0016860
	intramolecular oxidoreductase activity
	0.001305
	4

	MF
	GO:0005355
	glucose transmembrane transporter activity
	0.001636
	3

	MF
	GO:0015149
	hexose transmembrane transporter activity
	0.001636
	3

	MF
	GO:0015145
	monosaccharide transmembrane transporter activity
	0.001884
	3

	MF
	GO:0051119
	sugar transmembrane transporter activity
	0.002155
	3

	MF
	GO:0019838
	growth factor binding
	0.003282
	5

	MF
	GO:0016835
	carbon-oxygen lyase activity
	0.003282
	4

	MF
	GO:0015144
	carbohydrate transmembrane transporter activity
	0.005319
	3

	MF
	GO:0008083
	growth factor activity
	0.005319
	5

	MF
	GO:0042056
	chemoattractant activity
	0.005319
	3

	MF
	GO:0016832
	aldehyde-lyase activity
	0.008675
	2

	MF
	GO:0048407
	platelet-derived growth factor binding
	0.008675
	2

	MF
	GO:0031994
	insulin-like growth factor I binding
	0.009665
	2

	MF
	GO:0016830
	carbon-carbon lyase activity
	0.009665
	3

	MF
	GO:0016208
	AMP binding
	0.009665
	2

	MF
	GO:0072542
	protein phosphatase activator activity
	0.009665
	2

	MF
	GO:0016836
	hydro-lyase activity
	0.010298
	3

	MF
	GO:0051287
	NAD binding
	0.010298
	3

	MF
	GO:0001228
	DNA-binding transcription activator activity, RNA polymerase II-specific
	0.010695
	7

	MF
	GO:0034483
	heparan sulfate sulfotransferase activity
	0.010695
	2

	MF
	GO:0019211
	phosphatase activator activity
	0.011684
	2

	MF
	GO:0005539
	glycosaminoglycan binding
	0.01242
	5

	MF
	GO:0048018
	receptor ligand activity
	0.015746
	7

	MF
	GO:0005540
	hyaluronic acid binding
	0.017952
	2

	MF
	GO:0016853
	isomerase activity
	0.01899
	4

	MF
	GO:0070412
	R-SMAD binding
	0.020036
	2

	MF
	GO:0005520
	insulin-like growth factor binding
	0.028582
	2

	MF
	GO:0071889
	14-3-3 protein binding
	0.029636
	2

	MF
	GO:0016620
	oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as acceptor
	0.041456
	2

	MF
	GO:0045296
	cadherin binding
	0.04298
	5

	MF
	GO:0008200
	ion channel inhibitor activity
	0.04298
	2

	MF
	GO:0000287
	magnesium ion binding
	0.04298
	4

	MF
	GO:0016248
	channel inhibitor activity
	0.04298
	2

	MF
	GO:0016758
	transferase activity, transferring hexosyl groups
	0.04298
	4

	MF
	GO:0005125
	cytokine activity
	0.044549
	4

	MF
	GO:0016903
	oxidoreductase activity, acting on the aldehyde or oxo group of donors
	0.050615
	2

	MF
	GO:0050839
	cell adhesion molecule binding
	0.050804
	6

	MF
	GO:0070851
	growth factor receptor binding
	0.060333
	3

	MF
	GO:0008146
	sulfotransferase activity
	0.064437
	2

	MF
	GO:0015459
	potassium channel regulator activity
	0.064437
	2

	MF
	GO:0050661
	NADP binding
	0.064437
	2

	MF
	GO:0001102
	RNA polymerase II activating transcription factor binding
	0.065315
	2

	MF
	GO:0032934
	sterol binding
	0.069375
	2

	MF
	GO:0043621
	protein self-association
	0.069375
	2

	MF
	GO:0008194
	UDP-glycosyltransferase activity
	0.070611
	3

	KEGG
	hsa00010
	Glycolysis / Gluconeogenesis
	9.13E-15
	13

	KEGG
	hsa04066
	HIF-1 signaling pathway
	5.46E-08
	10

	KEGG
	hsa01200
	Carbon metabolism
	7.98E-08
	10

	KEGG
	hsa01230
	Biosynthesis of amino acids
	4.68E-07
	8

	KEGG
	hsa00030
	Pentose phosphate pathway
	2.37E-05
	5

	KEGG
	hsa00051
	Fructose and mannose metabolism
	3.25E-05
	5

	KEGG
	hsa04922
	Glucagon signaling pathway
	0.000839
	6

	KEGG
	hsa05418
	Fluid shear stress and atherosclerosis
	0.003141
	6

	KEGG
	hsa05211
	Renal cell carcinoma
	0.011149
	4

	KEGG
	hsa05230
	Central carbon metabolism in cancer
	0.011149
	4

	KEGG
	hsa00620
	Pyruvate metabolism
	0.020034
	3

	KEGG
	hsa05166
	Human T-cell leukemia virus 1 infection
	0.022926
	6

	KEGG
	hsa04657
	IL-17 signaling pathway
	0.025583
	4

	KEGG
	hsa04659
	Th17 cell differentiation
	0.036572
	4

	KEGG
	hsa04931
	Insulin resistance
	0.036572
	4

	KEGG
	hsa04668
	TNF signaling pathway
	0.039024
	4

	KEGG
	hsa05167
	Kaposi sarcoma-associated herpesvirus infection
	0.048742
	5

	KEGG
	hsa05321
	Inflammatory bowel disease
	0.052281
	3

	KEGG
	hsa04010
	MAPK signaling pathway
	0.060032
	6

	KEGG
	hsa00534
	Glycosaminoglycan biosynthesis - heparan sulfate / heparin
	0.060032
	2

	KEGG
	hsa04910
	Insulin signaling pathway
	0.060059
	4

	KEGG
	hsa05162
	Measles
	0.060244
	4

	KEGG
	hsa05133
	Pertussis
	0.062798
	3

	KEGG
	hsa03018
	RNA degradation
	0.066828
	3

	KEGG
	hsa04932
	Non-alcoholic fatty liver disease
	0.068644
	4



