Supplementary Table 3 | GO and KEGG enrichment analysis of glycolysis-DEGs
	Category
	ID
	Description
	Count
	qvalue

	BP
	GO:0005996
	monosaccharide metabolic process
	17
	1.13E-12

	BP
	GO:0030203
	glycosaminoglycan metabolic process
	14
	1.13E-12

	BP
	GO:0006022
	aminoglycan metabolic process
	14
	1.78E-12

	BP
	GO:0019318
	hexose metabolic process
	15
	1.32E-11

	BP
	GO:0006024
	glycosaminoglycan biosynthetic process
	11
	1.37E-10

	BP
	GO:0006023
	aminoglycan biosynthetic process
	11
	1.88E-10

	BP
	GO:1903510
	mucopolysaccharide metabolic process
	10
	3.8E-09

	BP
	GO:0006006
	glucose metabolic process
	12
	5.22E-09

	BP
	GO:0019320
	hexose catabolic process
	8
	8.5E-09

	BP
	GO:0009101
	glycoprotein biosynthetic process
	14
	9.46E-09

	BP
	GO:0046364
	monosaccharide biosynthetic process
	9
	1.9E-08

	BP
	GO:0006790
	sulfur compound metabolic process
	14
	1.9E-08

	BP
	GO:0046365
	monosaccharide catabolic process
	8
	2.25E-08

	BP
	GO:0016052
	carbohydrate catabolic process
	11
	3.2E-08

	BP
	GO:0006090
	pyruvate metabolic process
	10
	4.23E-08

	BP
	GO:0019674
	NAD metabolic process
	8
	5.15E-08

	BP
	GO:0006754
	ATP biosynthetic process
	10
	5.36E-08

	BP
	GO:0016051
	carbohydrate biosynthetic process
	11
	5.36E-08

	BP
	GO:0009100
	glycoprotein metabolic process
	14
	5.36E-08

	BP
	GO:0006735
	NADH regeneration
	6
	5.36E-08

	BP
	GO:0061621
	canonical glycolysis
	6
	5.36E-08

	BP
	GO:0061718
	glucose catabolic process to pyruvate
	6
	5.36E-08

	BP
	GO:0061615
	glycolytic process through fructose-6-phosphate
	6
	6.23E-08

	BP
	GO:0061620
	glycolytic process through glucose-6-phosphate
	6
	6.23E-08

	BP
	GO:0009206
	purine ribonucleoside triphosphate biosynthetic process
	10
	7.07E-08

	BP
	GO:0009145
	purine nucleoside triphosphate biosynthetic process
	10
	7.19E-08

	BP
	GO:0046031
	ADP metabolic process
	9
	7.97E-08

	BP
	GO:0044282
	small molecule catabolic process
	14
	8.37E-08

	BP
	GO:0009201
	ribonucleoside triphosphate biosynthetic process
	10
	8.52E-08

	BP
	GO:0006094
	gluconeogenesis
	8
	9.87E-08

	BP
	GO:0009127
	purine nucleoside monophosphate biosynthetic process
	10
	1.07E-07

	BP
	GO:0009168
	purine ribonucleoside monophosphate biosynthetic process
	10
	1.07E-07

	BP
	GO:0006165
	nucleoside diphosphate phosphorylation
	9
	1.13E-07

	BP
	GO:0019319
	hexose biosynthetic process
	8
	1.14E-07

	BP
	GO:0046939
	nucleotide phosphorylation
	9
	1.21E-07

	BP
	GO:0009142
	nucleoside triphosphate biosynthetic process
	10
	1.21E-07

	BP
	GO:0019362
	pyridine nucleotide metabolic process
	10
	1.21E-07

	BP
	GO:0046496
	nicotinamide nucleotide metabolic process
	10
	1.21E-07

	BP
	GO:0009135
	purine nucleoside diphosphate metabolic process
	9
	1.21E-07

	BP
	GO:0009179
	purine ribonucleoside diphosphate metabolic process
	9
	1.21E-07

	BP
	GO:0044272
	sulfur compound biosynthetic process
	10
	1.31E-07

	BP
	GO:0009185
	ribonucleoside diphosphate metabolic process
	9
	1.31E-07

	BP
	GO:0072524
	pyridine-containing compound metabolic process
	10
	1.47E-07

	BP
	GO:0009156
	ribonucleoside monophosphate biosynthetic process
	10
	1.58E-07

	BP
	GO:0006732
	coenzyme metabolic process
	13
	1.58E-07

	BP
	GO:0006007
	glucose catabolic process
	6
	1.64E-07

	BP
	GO:0009167
	purine ribonucleoside monophosphate metabolic process
	12
	2.3E-07

	BP
	GO:0006733
	oxidoreduction coenzyme metabolic process
	10
	2.3E-07

	BP
	GO:0009126
	purine nucleoside monophosphate metabolic process
	12
	2.3E-07

	BP
	GO:0009124
	nucleoside monophosphate biosynthetic process
	10
	2.35E-07

	BP
	GO:0006734
	NADH metabolic process
	6
	2.88E-07

	BP
	GO:0009132
	nucleoside diphosphate metabolic process
	9
	3.05E-07

	BP
	GO:0009161
	ribonucleoside monophosphate metabolic process
	12
	3.23E-07

	BP
	GO:0006096
	glycolytic process
	8
	4.24E-07

	BP
	GO:0006757
	ATP generation from ADP
	8
	4.45E-07

	BP
	GO:0042866
	pyruvate biosynthetic process
	8
	5.35E-07

	BP
	GO:0009123
	nucleoside monophosphate metabolic process
	12
	5.68E-07

	BP
	GO:0046390
	ribose phosphate biosynthetic process
	11
	5.7E-07

	BP
	GO:0046394
	carboxylic acid biosynthetic process
	13
	6.12E-07

	BP
	GO:0016053
	organic acid biosynthetic process
	13
	6.18E-07

	BP
	GO:0046034
	ATP metabolic process
	11
	6.43E-07

	BP
	GO:0072522
	purine-containing compound biosynthetic process
	11
	8.24E-07

	BP
	GO:0009166
	nucleotide catabolic process
	9
	8.62E-07

	BP
	GO:1901292
	nucleoside phosphate catabolic process
	9
	1.12E-06

	BP
	GO:0009205
	purine ribonucleoside triphosphate metabolic process
	11
	1.57E-06

	BP
	GO:0009435
	NAD biosynthetic process
	6
	1.79E-06

	BP
	GO:0009199
	ribonucleoside triphosphate metabolic process
	11
	1.82E-06

	BP
	GO:0009144
	purine nucleoside triphosphate metabolic process
	11
	1.85E-06

	BP
	GO:0072330
	monocarboxylic acid biosynthetic process
	11
	1.88E-06

	BP
	GO:0019359
	nicotinamide nucleotide biosynthetic process
	8
	2.2E-06

	BP
	GO:0019363
	pyridine nucleotide biosynthetic process
	8
	2.2E-06

	BP
	GO:0072525
	pyridine-containing compound biosynthetic process
	8
	2.51E-06

	BP
	GO:0050650
	chondroitin sulfate proteoglycan biosynthetic process
	5
	2.51E-06

	BP
	GO:0009152
	purine ribonucleotide biosynthetic process
	10
	2.63E-06

	BP
	GO:0006027
	glycosaminoglycan catabolic process
	6
	2.65E-06

	BP
	GO:0009141
	nucleoside triphosphate metabolic process
	11
	2.93E-06

	BP
	GO:0006026
	aminoglycan catabolic process
	6
	3.8E-06

	BP
	GO:0009260
	ribonucleotide biosynthetic process
	10
	3.8E-06

	BP
	GO:0034404
	nucleobase-containing small molecule biosynthetic process
	9
	4.38E-06

	BP
	GO:0006164
	purine nucleotide biosynthetic process
	10
	4.6E-06

	BP
	GO:0030166
	proteoglycan biosynthetic process
	6
	5.18E-06

	BP
	GO:0046434
	organophosphate catabolic process
	9
	9.22E-06

	BP
	GO:0051188
	cofactor biosynthetic process
	10
	9.51E-06

	BP
	GO:0006486
	protein glycosylation
	9
	1.24E-05

	BP
	GO:0043413
	macromolecule glycosylation
	9
	1.24E-05

	BP
	GO:0050654
	chondroitin sulfate proteoglycan metabolic process
	5
	1.31E-05

	BP
	GO:0070085
	glycosylation
	9
	1.71E-05

	BP
	GO:0001666
	response to hypoxia
	10
	2.15E-05

	BP
	GO:0036293
	response to decreased oxygen levels
	10
	2.79E-05

	BP
	GO:0006029
	proteoglycan metabolic process
	6
	2.93E-05

	BP
	GO:0009165
	nucleotide biosynthetic process
	10
	3.99E-05

	BP
	GO:1901293
	nucleoside phosphate biosynthetic process
	10
	4.33E-05

	BP
	GO:0070482
	response to oxygen levels
	10
	4.69E-05

	BP
	GO:0030206
	chondroitin sulfate biosynthetic process
	4
	4.7E-05

	BP
	GO:0018146
	keratan sulfate biosynthetic process
	4
	6.33E-05

	BP
	GO:0030388
	fructose 1,6-bisphosphate metabolic process
	3
	0.000103

	BP
	GO:0009108
	coenzyme biosynthetic process
	8
	0.000121

	BP
	GO:0042339
	keratan sulfate metabolic process
	4
	0.000121

	BP
	GO:1901136
	carbohydrate derivative catabolic process
	7
	0.000148

	BP
	GO:0030204
	chondroitin sulfate metabolic process
	4
	0.000234

	BP
	GO:0019682
	glyceraldehyde-3-phosphate metabolic process
	3
	0.001053

	BP
	GO:1903578
	regulation of ATP metabolic process
	5
	0.001661

	BP
	GO:1901605
	alpha-amino acid metabolic process
	6
	0.003296

	BP
	GO:1900542
	regulation of purine nucleotide metabolic process
	5
	0.003316

	BP
	GO:0006487
	protein N-linked glycosylation
	4
	0.003443

	BP
	GO:0006140
	regulation of nucleotide metabolic process
	5
	0.0037

	BP
	GO:0006040
	amino sugar metabolic process
	3
	0.005912

	BP
	GO:0009225
	nucleotide-sugar metabolic process
	3
	0.005912

	BP
	GO:0051260
	protein homooligomerization
	7
	0.005912

	BP
	GO:2001169
	regulation of ATP biosynthetic process
	4
	0.00726

	BP
	GO:0030198
	extracellular matrix organization
	7
	0.007692

	BP
	GO:0006002
	fructose 6-phosphate metabolic process
	2
	0.008706

	BP
	GO:0042771
	intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	3
	0.009386

	BP
	GO:0019852
	L-ascorbic acid metabolic process
	2
	0.010389

	BP
	GO:0030330
	DNA damage response, signal transduction by p53 class mediator
	4
	0.010389

	BP
	GO:1903580
	positive regulation of ATP metabolic process
	3
	0.010389

	BP
	GO:0044262
	cellular carbohydrate metabolic process
	6
	0.011073

	BP
	GO:0030208
	dermatan sulfate biosynthetic process
	2
	0.011857

	BP
	GO:0070493
	thrombin-activated receptor signaling pathway
	2
	0.011857

	BP
	GO:1904424
	regulation of GTP binding
	2
	0.011857

	BP
	GO:0031113
	regulation of microtubule polymerization
	3
	0.011939

	BP
	GO:1900371
	regulation of purine nucleotide biosynthetic process
	4
	0.013526

	BP
	GO:0030205
	dermatan sulfate metabolic process
	2
	0.013526

	BP
	GO:0031115
	negative regulation of microtubule polymerization
	2
	0.013526

	BP
	GO:0006575
	cellular modified amino acid metabolic process
	5
	0.013697

	BP
	GO:0030808
	regulation of nucleotide biosynthetic process
	4
	0.013725

	BP
	GO:0046164
	alcohol catabolic process
	3
	0.014235

	BP
	GO:0030968
	endoplasmic reticulum unfolded protein response
	4
	0.014566

	BP
	GO:0043062
	extracellular structure organization
	7
	0.014566

	BP
	GO:0044273
	sulfur compound catabolic process
	3
	0.014566

	BP
	GO:0071456
	cellular response to hypoxia
	5
	0.014566

	BP
	GO:0030207
	chondroitin sulfate catabolic process
	2
	0.014676

	BP
	GO:0046033
	AMP metabolic process
	2
	0.014676

	BP
	GO:0045981
	positive regulation of nucleotide metabolic process
	3
	0.015665

	BP
	GO:1900544
	positive regulation of purine nucleotide metabolic process
	3
	0.015665

	BP
	GO:0006000
	fructose metabolic process
	2
	0.016162

	BP
	GO:0019471
	4-hydroxyproline metabolic process
	2
	0.016162

	BP
	GO:0043518
	negative regulation of DNA damage response, signal transduction by p53 class mediator
	2
	0.016162

	BP
	GO:0050651
	dermatan sulfate proteoglycan biosynthetic process
	2
	0.016162

	BP
	GO:0036294
	cellular response to decreased oxygen levels
	5
	0.016782

	BP
	GO:0018209
	peptidyl-serine modification
	6
	0.016862

	BP
	GO:0030214
	hyaluronan catabolic process
	2
	0.017661

	BP
	GO:0048012
	hepatocyte growth factor receptor signaling pathway
	2
	0.017661

	BP
	GO:0050655
	dermatan sulfate proteoglycan metabolic process
	2
	0.017661

	BP
	GO:1902166
	negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	2
	0.017661

	BP
	GO:0042770
	signal transduction in response to DNA damage
	4
	0.018401

	BP
	GO:0006979
	response to oxidative stress
	7
	0.018866

	BP
	GO:0046686
	response to cadmium ion
	3
	0.019041

	BP
	GO:0001889
	liver development
	4
	0.019041

	BP
	GO:2001234
	negative regulation of apoptotic signaling pathway
	5
	0.020202

	BP
	GO:0062012
	regulation of small molecule metabolic process
	7
	0.020222

	BP
	GO:0061008
	hepaticobiliary system development
	4
	0.020222

	BP
	GO:0034620
	cellular response to unfolded protein
	4
	0.021072

	BP
	GO:1902165
	regulation of intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator
	2
	0.021072

	BP
	GO:0071453
	cellular response to oxygen levels
	5
	0.021072

	BP
	GO:0050918
	positive chemotaxis
	3
	0.022517

	BP
	GO:0006044
	N-acetylglucosamine metabolic process
	2
	0.022922

	BP
	GO:0006534
	cysteine metabolic process
	2
	0.022922

	BP
	GO:0000281
	mitotic cytokinesis
	3
	0.027037

	BP
	GO:0030277
	maintenance of gastrointestinal epithelium
	2
	0.027245

	BP
	GO:0051900
	regulation of mitochondrial depolarization
	2
	0.027245

	BP
	GO:0071459
	protein localization to chromosome, centromeric region
	2
	0.027245

	BP
	GO:0006081
	cellular aldehyde metabolic process
	3
	0.027245

	BP
	GO:1901616
	organic hydroxy compound catabolic process
	3
	0.027245

	BP
	GO:0006520
	cellular amino acid metabolic process
	6
	0.027321

	BP
	GO:0046785
	microtubule polymerization
	3
	0.029028

	BP
	GO:0035024
	negative regulation of Rho protein signal transduction
	2
	0.029075

	BP
	GO:0043467
	regulation of generation of precursor metabolites and energy
	4
	0.029819

	BP
	GO:0072332
	intrinsic apoptotic signaling pathway by p53 class mediator
	3
	0.030312

	BP
	GO:0009226
	nucleotide-sugar biosynthetic process
	2
	0.030312

	BP
	GO:0015740
	C4-dicarboxylate transport
	2
	0.030312

	BP
	GO:0016338
	calcium-independent cell-cell adhesion via plasma membrane cell-adhesion molecules
	2
	0.030312

	BP
	GO:0051882
	mitochondrial depolarization
	2
	0.030312

	BP
	GO:0061436
	establishment of skin barrier
	2
	0.030312

	BP
	GO:1902254
	negative regulation of intrinsic apoptotic signaling pathway by p53 class mediator
	2
	0.030312

	BP
	GO:0035967
	cellular response to topologically incorrect protein
	4
	0.030369

	BP
	GO:0031110
	regulation of microtubule polymerization or depolymerization
	3
	0.030369

	BP
	GO:0072331
	signal transduction by p53 class mediator
	5
	0.031891

	BP
	GO:0018126
	protein hydroxylation
	2
	0.031891

	BP
	GO:0046174
	polyol catabolic process
	2
	0.031891

	BP
	GO:1901071
	glucosamine-containing compound metabolic process
	2
	0.031891

	BP
	GO:0000910
	cytokinesis
	4
	0.036465

	BP
	GO:0033561
	regulation of water loss via skin
	2
	0.036754

	BP
	GO:0051497
	negative regulation of stress fiber assembly
	2
	0.036754

	BP
	GO:0006767
	water-soluble vitamin metabolic process
	3
	0.039323

	BP
	GO:0006986
	response to unfolded protein
	4
	0.039501

	BP
	GO:2001233
	regulation of apoptotic signaling pathway
	6
	0.039921

	BP
	GO:0097193
	intrinsic apoptotic signaling pathway
	5
	0.042675

	BP
	GO:0010669
	epithelial structure maintenance
	2
	0.044129

	BP
	GO:0032232
	negative regulation of actin filament bundle assembly
	2
	0.044129

	BP
	GO:0043588
	skin development
	6
	0.045441

	BP
	GO:0051289
	protein homotetramerization
	3
	0.045516

	BP
	GO:0070507
	regulation of microtubule cytoskeleton organization
	4
	0.046207

	BP
	GO:0009896
	positive regulation of catabolic process
	6
	0.046805

	BP
	GO:0018105
	peptidyl-serine phosphorylation
	5
	0.047263

	BP
	GO:0006835
	dicarboxylic acid transport
	3
	0.047263

	BP
	GO:0002082
	regulation of oxidative phosphorylation
	2
	0.047536

	BP
	GO:0044319
	wound healing, spreading of cells
	2
	0.047536

	BP
	GO:0090505
	epiboly involved in wound healing
	2
	0.047536

	BP
	GO:1902230
	negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage
	2
	0.047536

	BP
	GO:1902253
	regulation of intrinsic apoptotic signaling pathway by p53 class mediator
	2
	0.047536

	BP
	GO:0034599
	cellular response to oxidative stress
	5
	0.047672

	BP
	GO:2001243
	negative regulation of intrinsic apoptotic signaling pathway
	3
	0.048308

	BP
	GO:0090504
	epiboly
	2
	0.049834

	BP
	GO:0061640
	cytoskeleton-dependent cytokinesis
	3
	0.050576

	BP
	GO:1901797
	negative regulation of signal transduction by p53 class mediator
	2
	0.052402

	BP
	GO:0032091
	negative regulation of protein binding
	3
	0.054206

	BP
	GO:0035966
	response to topologically incorrect protein
	4
	0.054206

	BP
	GO:0003382
	epithelial cell morphogenesis
	2
	0.054479

	BP
	GO:0043516
	regulation of DNA damage response, signal transduction by p53 class mediator
	2
	0.054479

	BP
	GO:0008630
	intrinsic apoptotic signaling pathway in response to DNA damage
	3
	0.054728

	BP
	GO:0007568
	aging
	5
	0.058337

	BP
	GO:0006109
	regulation of carbohydrate metabolic process
	4
	0.059549

	BP
	GO:2001171
	positive regulation of ATP biosynthetic process
	2
	0.059549

	BP
	GO:0071156
	regulation of cell cycle arrest
	3
	0.059549

	BP
	GO:0046677
	response to antibiotic
	5
	0.061493

	BP
	GO:0051701
	interaction with host
	4
	0.061493

	BP
	GO:0030212
	hyaluronan metabolic process
	2
	0.061552

	BP
	GO:0031111
	negative regulation of microtubule polymerization or depolymerization
	2
	0.061552

	BP
	GO:0031109
	microtubule polymerization or depolymerization
	3
	0.064222

	BP
	GO:0016572
	histone phosphorylation
	2
	0.064222

	BP
	GO:0015849
	organic acid transport
	5
	0.064356

	BP
	GO:0046942
	carboxylic acid transport
	5
	0.064356

	BP
	GO:0045732
	positive regulation of protein catabolic process
	4
	0.064579

	BP
	GO:1902229
	regulation of intrinsic apoptotic signaling pathway in response to DNA damage
	2
	0.066323

	BP
	GO:0032886
	regulation of microtubule-based process
	4
	0.068168

	BP
	GO:0070997
	neuron death
	5
	0.07545

	BP
	GO:0000096
	sulfur amino acid metabolic process
	2
	0.078962

	CC
	GO:0032580
	Golgi cisterna membrane
	5
	0.004001

	CC
	GO:0031985
	Golgi cisterna
	5
	0.006091

	CC
	GO:0005795
	Golgi stack
	5
	0.013173

	CC
	GO:0043202
	lysosomal lumen
	4
	0.018421

	CC
	GO:0005796
	Golgi lumen
	4
	0.019292

	CC
	GO:0005788
	endoplasmic reticulum lumen
	6
	0.028649

	CC
	GO:0005775
	vacuolar lumen
	4
	0.089522

	CC
	GO:0000780
	condensed nuclear chromosome, centromeric region
	2
	0.089522

	MF
	GO:0048029
	monosaccharide binding
	6
	0.000117

	MF
	GO:0031406
	carboxylic acid binding
	7
	0.000887

	MF
	GO:0008378
	galactosyltransferase activity
	4
	0.000887

	MF
	GO:0043177
	organic acid binding
	7
	0.000908

	MF
	GO:0050662
	coenzyme binding
	8
	0.000908

	MF
	GO:0016758
	transferase activity, transferring hexosyl groups
	7
	0.000908

	MF
	GO:0008194
	UDP-glycosyltransferase activity
	6
	0.00097

	MF
	GO:0016853
	isomerase activity
	6
	0.001095

	MF
	GO:0005540
	hyaluronic acid binding
	3
	0.001792

	MF
	GO:0035250
	UDP-galactosyltransferase activity
	3
	0.002072

	MF
	GO:0030246
	carbohydrate binding
	7
	0.002072

	MF
	GO:0016757
	transferase activity, transferring glycosyl groups
	7
	0.002325

	MF
	GO:0015020
	glucuronosyltransferase activity
	3
	0.004913

	MF
	GO:0016832
	aldehyde-lyase activity
	2
	0.01139

	MF
	GO:0008376
	acetylgalactosaminyltransferase activity
	3
	0.01139

	MF
	GO:0016860
	intramolecular oxidoreductase activity
	3
	0.01139

	MF
	GO:0016829
	lyase activity
	5
	0.011471

	MF
	GO:0008146
	sulfotransferase activity
	3
	0.013599

	MF
	GO:0015556
	C4-dicarboxylate transmembrane transporter activity
	2
	0.01499

	MF
	GO:0035173
	histone kinase activity
	2
	0.021115

	MF
	GO:0005539
	glycosaminoglycan binding
	5
	0.021736

	MF
	GO:0019842
	vitamin binding
	4
	0.021736

	MF
	GO:0016782
	transferase activity, transferring sulfur-containing groups
	3
	0.024017

	MF
	GO:0031418
	L-ascorbic acid binding
	2
	0.024389

	MF
	GO:0030021
	extracellular matrix structural constituent conferring compression resistance
	2
	0.028317

	MF
	GO:0140103
	catalytic activity, acting on a glycoprotein
	2
	0.029743

	MF
	GO:0005310
	dicarboxylic acid transmembrane transporter activity
	2
	0.079074

	MF
	GO:0045296
	cadherin binding
	5
	0.079074

	KEGG
	hsa00533
	Glycosaminoglycan biosynthesis - keratan sulfate
	5
	3.02E-06

	KEGG
	hsa00051
	Fructose and mannose metabolism
	6
	5.13E-06

	KEGG
	hsa00010
	Glycolysis / Gluconeogenesis
	7
	1.49E-05

	KEGG
	hsa01230
	Biosynthesis of amino acids
	7
	2.43E-05

	KEGG
	hsa01200
	Carbon metabolism
	7
	0.000403

	KEGG
	hsa00030
	Pentose phosphate pathway
	4
	0.000886

	KEGG
	hsa00052
	Galactose metabolism
	4
	0.000886

	KEGG
	hsa04066
	HIF-1 signaling pathway
	6
	0.001476

	KEGG
	hsa05230
	Central carbon metabolism in cancer
	5
	0.001476

	KEGG
	hsa00520
	Amino sugar and nucleotide sugar metabolism
	4
	0.00349

	KEGG
	hsa00601
	Glycosphingolipid biosynthesis - lacto and neolacto series
	3
	0.007594

	KEGG
	hsa00270
	Cysteine and methionine metabolism
	3
	0.038151

	KEGG
	hsa00510
	N-Glycan biosynthesis
	3
	0.038151

	KEGG
	hsa00532
	Glycosaminoglycan biosynthesis - chondroitin sulfate / dermatan sulfate
	2
	0.056212

	KEGG
	hsa00515
	Mannose type O-glycan biosynthesis
	2
	0.068872

	KEGG
	hsa05211
	Renal cell carcinoma
	3
	0.075026



