Table S5 Results of GO and KEGG enrichment analyses
	Enrichment term
	ID
	Description
	Gene ratio
	FDR
	Count

	GO (BP)
	GO:0019752
	carboxylic acid metabolic process
	34/365
	8.46E-08
	34

	
	GO:0043436
	oxoacid metabolic process
	34/365
	8.46E-08
	34

	
	GO:0006082
	organic acid metabolic process
	34/365
	2.54E-07
	34

	
	GO:0044283
	small molecule biosynthetic process
	19/365
	0.000179
	19

	
	GO:0061041
	regulation of wound healing
	6/365
	0.000179
	6

	
	GO:0016053
	organic acid biosynthetic process
	14/365
	0.000179
	14

	
	GO:0046394
	carboxylic acid biosynthetic process
	14/365
	0.000179
	14

	
	GO:0030193
	regulation of blood coagulation
	5/365
	0.000179
	5

	
	GO:1900046
	regulation of hemostasis
	5/365
	0.000179
	5

	
	GO:0009719
	response to endogenous stimulus
	22/365
	0.000179
	22

	
	GO:0051604
	protein maturation
	22/365
	0.000188
	22

	
	GO:1903034
	regulation of response to wounding
	6/365
	0.000188
	6

	
	GO:0009725
	response to hormone
	14/365
	0.000214
	14

	
	GO:1901605
	alpha-amino acid metabolic process
	14/365
	0.00032
	14

	
	GO:0170039
	proteinogenic amino acid metabolic process
	12/365
	0.000361
	12

	
	GO:0050818
	regulation of coagulation
	5/365
	0.00038
	5

	
	GO:0006520
	amino acid metabolic process
	17/365
	0.000426
	17

	
	GO:0006954
	inflammatory response
	16/365
	0.000426
	16

	
	GO:0032787
	monocarboxylic acid metabolic process
	18/365
	0.000426
	18

	
	GO:1901700
	response to oxygen-containing compound
	17/365
	0.000426
	17

	
	GO:0080134
	regulation of response to stress
	16/365
	0.000426
	16

	
	GO:0008217
	regulation of blood pressure
	7/365
	0.000462
	7

	
	GO:0016485
	protein processing
	10/365
	0.00048
	10

	
	GO:0032101
	regulation of response to external stimulus
	15/365
	0.000551
	15

	
	GO:0170033
	L-amino acid metabolic process
	12/365
	0.000616
	12

	
	GO:0007596
	blood coagulation
	8/365
	0.000616
	8

	
	GO:0007599
	hemostasis
	8/365
	0.000616
	8

	
	GO:0009112
	nucleobase metabolic process
	6/365
	0.000616
	6

	
	GO:0008015
	blood circulation
	11/365
	0.000616
	11

	
	GO:0060396
	growth hormone receptor signaling pathway
	4/365
	0.000616
	4

	
	GO:0060416
	response to growth hormone
	4/365
	0.000616
	4

	
	GO:0061045
	negative regulation of wound healing
	4/365
	0.000616
	4

	
	GO:0071378
	cellular response to growth hormone stimulus
	4/365
	0.000616
	4

	
	GO:1903035
	negative regulation of response to wounding
	4/365
	0.000616
	4

	
	GO:0003013
	circulatory system process
	11/365
	0.000625
	11

	
	GO:0009064
	glutamine family amino acid metabolic process
	6/365
	0.000686
	6

	
	GO:0050817
	coagulation
	8/365
	0.000694
	8

	
	GO:0001504
	neurotransmitter uptake
	3/365
	0.000694
	3

	
	GO:0098810
	neurotransmitter reuptake
	3/365
	0.000694
	3

	
	GO:0071495
	cellular response to endogenous stimulus
	19/365
	0.00098
	19

	
	GO:0042060
	wound healing
	9/365
	0.001174
	9

	
	GO:0009132
	nucleoside diphosphate metabolic process
	7/365
	0.001524
	7

	
	GO:0044282
	small molecule catabolic process
	13/365
	0.001775
	13

	
	GO:0009185
	ribonucleoside diphosphate metabolic process
	6/365
	0.001897
	6

	
	GO:0009611
	response to wounding
	9/365
	0.001898
	9

	
	GO:0043434
	response to peptide hormone
	9/365
	0.001898
	9

	
	GO:0060397
	growth hormone receptor signaling pathway via JAK-STAT
	3/365
	0.002264
	3

	
	GO:0009065
	glutamine family amino acid catabolic process
	4/365
	0.002428
	4

	
	GO:0032870
	cellular response to hormone stimulus
	11/365
	0.002428
	11

	
	GO:0006979
	response to oxidative stress
	8/365
	0.002807
	8

	
	GO:0071375
	cellular response to peptide hormone stimulus
	8/365
	0.002807
	8

	
	GO:1901699
	cellular response to nitrogen compound
	10/365
	0.002932
	10

	
	GO:0046189
	phenol-containing compound biosynthetic process
	4/365
	0.003459
	4

	
	GO:1901701
	cellular response to oxygen-containing compound
	13/365
	0.003463
	13

	
	GO:0032102
	negative regulation of response to external stimulus
	7/365
	0.004357
	7

	
	GO:0072523
	purine-containing compound catabolic process
	7/365
	0.004357
	7

	
	GO:0050878
	regulation of body fluid levels
	8/365
	0.004357
	8

	
	GO:0006809
	nitric oxide biosynthetic process
	3/365
	0.004357
	3

	
	GO:0031639
	plasminogen activation
	3/365
	0.004357
	3

	
	GO:0046209
	nitric oxide metabolic process
	3/365
	0.004357
	3

	
	GO:0006144
	purine nucleobase metabolic process
	4/365
	0.004424
	4

	
	GO:0006801
	superoxide metabolic process
	5/365
	0.004508
	5

	
	GO:0007167
	enzyme-linked receptor protein signaling pathway
	20/365
	0.00488
	20

	
	GO:0002224
	toll-like receptor signaling pathway
	5/365
	0.005472
	5

	
	GO:0006525
	arginine metabolic process
	4/365
	0.005885
	4

	
	GO:0045944
	positive regulation of transcription by RNA polymerase II
	14/365
	0.006302
	14

	
	GO:0006936
	muscle contraction
	8/365
	0.006567
	8

	
	GO:0006631
	fatty acid metabolic process
	12/365
	0.006654
	12

	
	GO:0008652
	amino acid biosynthetic process
	7/365
	0.006654
	7

	
	GO:0035150
	regulation of tube size
	6/365
	0.006654
	6

	
	GO:0035296
	regulation of tube diameter
	6/365
	0.006654
	6

	
	GO:0097746
	blood vessel diameter maintenance
	6/365
	0.006654
	6

	
	GO:0003085
	negative regulation of systemic arterial blood pressure
	3/365
	0.006654
	3

	
	GO:0007613
	memory
	3/365
	0.006654
	3

	
	GO:0030195
	negative regulation of blood coagulation
	3/365
	0.006654
	3

	
	GO:0045776
	negative regulation of blood pressure
	3/365
	0.006654
	3

	
	GO:1900047
	negative regulation of hemostasis
	3/365
	0.006654
	3

	
	GO:0031638
	zymogen activation
	4/365
	0.006654
	4

	
	GO:0051402
	neuron apoptotic process
	4/365
	0.006654
	4

	
	GO:0003012
	muscle system process
	8/365
	0.006718
	8

	
	GO:0046434
	organophosphate catabolic process
	9/365
	0.007506
	9

	
	GO:0055086
	nucleobase-containing small molecule metabolic process
	18/365
	0.008167
	18

	
	GO:0170041
	non-proteinogenic amino acid metabolic process
	6/365
	0.009042
	6

	
	GO:0009135
	purine nucleoside diphosphate metabolic process
	5/365
	0.009042
	5

	
	GO:0009179
	purine ribonucleoside diphosphate metabolic process
	5/365
	0.009042
	5

	
	GO:0046031
	ADP metabolic process
	5/365
	0.009042
	5

	
	GO:0003018
	vascular process in circulatory system
	6/365
	0.009923
	6

	
	GO:0007611
	learning or memory
	3/365
	0.009923
	3

	
	GO:2001057
	reactive nitrogen species metabolic process
	3/365
	0.009923
	3

	
	GO:0006915
	apoptotic process
	20/365
	0.010412
	20

	
	GO:0072330
	monocarboxylic acid biosynthetic process
	7/365
	0.010412
	7

	
	GO:0072593
	reactive oxygen species metabolic process
	6/365
	0.011101
	6

	
	GO:0001963
	synaptic transmission, dopaminergic
	2/365
	0.011101
	2

	
	GO:0006581
	acetylcholine catabolic process
	2/365
	0.011101
	2

	
	GO:0009188
	ribonucleoside diphosphate biosynthetic process
	2/365
	0.011101
	2

	
	GO:0015874
	norepinephrine transport
	2/365
	0.011101
	2

	
	GO:0019371
	cyclooxygenase pathway
	2/365
	0.011101
	2

	
	GO:0048668
	collateral sprouting
	2/365
	0.011101
	2

	
	GO:0048670
	regulation of collateral sprouting
	2/365
	0.011101
	2

	
	GO:0048672
	positive regulation of collateral sprouting
	2/365
	0.011101
	2

	
	GO:0051583
	dopamine uptake involved in synaptic transmission
	2/365
	0.011101
	2

	
	GO:0051934
	catecholamine uptake involved in synaptic transmission
	2/365
	0.011101
	2

	
	GO:0090493
	catecholamine uptake
	2/365
	0.011101
	2

	
	GO:0090494
	dopamine uptake
	2/365
	0.011101
	2

	
	GO:0012501
	programmed cell death
	20/365
	0.011356
	20

	
	GO:0008219
	cell death
	20/365
	0.011633
	20

	
	GO:0006584
	catecholamine metabolic process
	3/365
	0.012508
	3

	
	GO:0006636
	unsaturated fatty acid biosynthetic process
	3/365
	0.012508
	3

	
	GO:0009712
	catechol-containing compound metabolic process
	3/365
	0.012508
	3

	
	GO:0050819
	negative regulation of coagulation
	3/365
	0.012508
	3

	
	GO:0097164
	ammonium ion metabolic process
	3/365
	0.012508
	3

	
	GO:0070887
	cellular response to chemical stimulus
	20/365
	0.012993
	20

	
	GO:0006939
	smooth muscle contraction
	4/365
	0.013081
	4

	
	GO:0008637
	apoptotic mitochondrial changes
	4/365
	0.013081
	4

	
	GO:0002221
	pattern recognition receptor signaling pathway
	5/365
	0.013172
	5

	
	GO:0006633
	fatty acid biosynthetic process
	6/365
	0.013708
	6

	
	GO:0071356
	cellular response to tumor necrosis factor
	6/365
	0.013708
	6

	
	GO:0170034
	L-amino acid biosynthetic process
	6/365
	0.013708
	6

	
	GO:0170038
	proteinogenic amino acid biosynthetic process
	6/365
	0.013708
	6

	
	GO:0007169
	cell surface receptor protein tyrosine kinase signaling pathway
	14/365
	0.016502
	14

	
	GO:0016052
	carbohydrate catabolic process
	6/365
	0.016502
	6

	
	GO:0043523
	regulation of neuron apoptotic process
	3/365
	0.016502
	3

	
	GO:0043524
	negative regulation of neuron apoptotic process
	3/365
	0.016502
	3

	
	GO:0050890
	cognition
	3/365
	0.016502
	3

	
	GO:0016042
	lipid catabolic process
	10/365
	0.017737
	10

	
	GO:0003073
	regulation of systemic arterial blood pressure
	4/365
	0.017737
	4

	
	GO:1901607
	alpha-amino acid biosynthetic process
	6/365
	0.017737
	6

	
	GO:0071345
	cellular response to cytokine stimulus
	14/365
	0.017737
	14

	
	GO:0007179
	transforming growth factor beta receptor signaling pathway
	5/365
	0.017737
	5

	
	GO:0009134
	nucleoside diphosphate catabolic process
	5/365
	0.017737
	5

	
	GO:0071559
	response to transforming growth factor beta
	5/365
	0.017737
	5

	
	GO:0071560
	cellular response to transforming growth factor beta stimulus
	5/365
	0.017737
	5

	
	GO:0044248
	cellular catabolic process
	19/365
	0.019986
	19

	
	GO:0001666
	response to hypoxia
	4/365
	0.019986
	4

	
	GO:0030574
	collagen catabolic process
	4/365
	0.019986
	4

	
	GO:0033209
	tumor necrosis factor-mediated signaling pathway
	4/365
	0.019986
	4

	
	GO:0036293
	response to decreased oxygen levels
	4/365
	0.019986
	4

	
	GO:0048015
	phosphatidylinositol-mediated signaling
	4/365
	0.019986
	4

	
	GO:0034612
	response to tumor necrosis factor
	6/365
	0.02016
	6

	
	GO:0006536
	glutamate metabolic process
	3/365
	0.020517
	3

	
	GO:0044255
	cellular lipid metabolic process
	23/365
	0.02124
	23

	
	GO:0007189
	adenylate cyclase-activating G protein-coupled receptor signaling pathway
	8/365
	0.022577
	8

	
	GO:0015844
	monoamine transport
	4/365
	0.022577
	4

	
	GO:0018958
	phenol-containing compound metabolic process
	4/365
	0.022577
	4

	
	GO:0001993
	regulation of systemic arterial blood pressure by norepinephrine-epinephrine
	2/365
	0.022577
	2

	
	GO:0002025
	norepinephrine-epinephrine-mediated vasodilation involved in regulation of systemic arterial blood pressure
	2/365
	0.022577
	2

	
	GO:0006527
	arginine catabolic process
	2/365
	0.022577
	2

	
	GO:0019695
	choline metabolic process
	2/365
	0.022577
	2

	
	GO:0042987
	amyloid precursor protein catabolic process
	2/365
	0.022577
	2

	
	GO:0045777
	positive regulation of blood pressure
	2/365
	0.022577
	2

	
	GO:0046100
	hypoxanthine metabolic process
	2/365
	0.022577
	2

	
	GO:0009154
	purine ribonucleotide catabolic process
	5/365
	0.022626
	5

	
	GO:0009261
	ribonucleotide catabolic process
	5/365
	0.022626
	5

	
	GO:0043066
	negative regulation of apoptotic process
	10/365
	0.025512
	10

	
	GO:0051239
	regulation of multicellular organismal process
	22/365
	0.025818
	22

	
	GO:0044242
	cellular lipid catabolic process
	8/365
	0.025818
	8

	
	GO:1901698
	response to nitrogen compound
	12/365
	0.025931
	12

	
	GO:0043069
	negative regulation of programmed cell death
	10/365
	0.026204
	10

	
	GO:0044057
	regulation of system process
	7/365
	0.027148
	7

	
	GO:0072359
	circulatory system development
	10/365
	0.027254
	10

	
	GO:0032963
	collagen metabolic process
	4/365
	0.028767
	4

	
	GO:0034097
	response to cytokine
	14/365
	0.029827
	14

	
	GO:1901652
	response to peptide
	14/365
	0.029827
	14

	
	GO:0019221
	cytokine-mediated signaling pathway
	13/365
	0.030445
	13

	
	GO:0034655
	nucleobase-containing compound catabolic process
	12/365
	0.030445
	12

	
	GO:0003044
	regulation of systemic arterial blood pressure mediated by a chemical signal
	3/365
	0.030445
	3

	
	GO:0009070
	serine family amino acid biosynthetic process
	3/365
	0.030445
	3

	
	GO:0071880
	adenylate cyclase-activating adrenergic receptor signaling pathway
	4/365
	0.032216
	4

	
	GO:0006195
	purine nucleotide catabolic process
	5/365
	0.032611
	5

	
	GO:0006457
	protein folding
	10/365
	0.032993
	10

	
	GO:0060047
	heart contraction
	5/365
	0.035056
	5

	
	GO:0009259
	ribonucleotide metabolic process
	9/365
	0.035056
	9

	
	GO:0006096
	glycolytic process
	4/365
	0.035056
	4

	
	GO:0009137
	purine nucleoside diphosphate catabolic process
	4/365
	0.035056
	4

	
	GO:0009181
	purine ribonucleoside diphosphate catabolic process
	4/365
	0.035056
	4

	
	GO:0009191
	ribonucleoside diphosphate catabolic process
	4/365
	0.035056
	4

	
	GO:0046032
	ADP catabolic process
	4/365
	0.035056
	4

	
	GO:0051092
	positive regulation of NF-kappaB transcription factor activity
	4/365
	0.035056
	4

	
	GO:0070482
	response to oxygen levels
	4/365
	0.035056
	4

	
	GO:0072521
	purine-containing compound metabolic process
	13/365
	0.035056
	13

	
	GO:0008291
	acetylcholine metabolic process
	2/365
	0.035117
	2

	
	GO:0009133
	nucleoside diphosphate biosynthetic process
	2/365
	0.035117
	2

	
	GO:0009713
	catechol-containing compound biosynthetic process
	2/365
	0.035117
	2

	
	GO:0014821
	phasic smooth muscle contraction
	2/365
	0.035117
	2

	
	GO:0042423
	catecholamine biosynthetic process
	2/365
	0.035117
	2

	
	GO:0043096
	purine nucleobase salvage
	2/365
	0.035117
	2

	
	GO:0048483
	autonomic nervous system development
	2/365
	0.035117
	2

	
	GO:0048484
	enteric nervous system development
	2/365
	0.035117
	2

	
	GO:0072577
	endothelial cell apoptotic process
	2/365
	0.035117
	2

	
	GO:1900619
	acetate ester metabolic process
	2/365
	0.035117
	2

	
	GO:2000351
	regulation of endothelial cell apoptotic process
	2/365
	0.035117
	2

	
	GO:0003015
	heart process
	5/365
	0.035117
	5

	
	GO:0170035
	L-amino acid catabolic process
	5/365
	0.035117
	5

	
	GO:0170040
	proteinogenic amino acid catabolic process
	5/365
	0.035117
	5

	
	GO:0044093
	positive regulation of molecular function
	16/365
	0.035205
	16

	
	GO:0042310
	vasoconstriction
	4/365
	0.036729
	4

	
	GO:0071875
	adrenergic receptor signaling pathway
	4/365
	0.036729
	4

	
	GO:0007507
	heart development
	6/365
	0.041167
	6

	
	GO:0006576
	biogenic amine metabolic process
	4/365
	0.041197
	4

	
	GO:0019364
	pyridine nucleotide catabolic process
	4/365
	0.041197
	4

	
	GO:0042026
	protein refolding
	4/365
	0.041197
	4

	
	GO:0002758
	innate immune response-activating signaling pathway
	5/365
	0.041197
	5

	
	GO:1901292
	nucleoside phosphate catabolic process
	6/365
	0.043378
	6

	
	GO:0031347
	regulation of defense response
	8/365
	0.043484
	8

	
	GO:0019693
	ribose phosphate metabolic process
	9/365
	0.045587
	9

	
	GO:0043603
	amide metabolic process
	11/365
	0.045587
	11

	
	GO:0072526
	pyridine-containing compound catabolic process
	4/365
	0.045587
	4

	
	GO:0098657
	import into cell
	14/365
	0.04679
	14

	
	GO:0000302
	response to reactive oxygen species
	3/365
	0.047064
	3

	
	GO:0009309
	amine biosynthetic process
	3/365
	0.047064
	3

	
	GO:0042401
	biogenic amine biosynthetic process
	3/365
	0.047064
	3

	
	GO:0046112
	nucleobase biosynthetic process
	3/365
	0.047064
	3

	
	GO:0097191
	extrinsic apoptotic signaling pathway
	5/365
	0.047211
	5

	
	GO:0000303
	response to superoxide
	2/365
	0.048343
	2

	
	GO:0000305
	response to oxygen radical
	2/365
	0.048343
	2

	
	GO:0001973
	G protein-coupled adenosine receptor signaling pathway
	2/365
	0.048343
	2

	
	GO:0019430
	removal of superoxide radicals
	2/365
	0.048343
	2

	
	GO:0035588
	G protein-coupled purinergic receptor signaling pathway
	2/365
	0.048343
	2

	
	GO:0035590
	purinergic nucleotide receptor signaling pathway
	2/365
	0.048343
	2

	
	GO:0038180
	nerve growth factor signaling pathway
	2/365
	0.048343
	2

	
	GO:0042730
	fibrinolysis
	2/365
	0.048343
	2

	
	GO:0046113
	nucleobase catabolic process
	2/365
	0.048343
	2

	
	GO:0050435
	amyloid-beta metabolic process
	2/365
	0.048343
	2

	
	GO:0071450
	cellular response to oxygen radical
	2/365
	0.048343
	2

	
	GO:0071451
	cellular response to superoxide
	2/365
	0.048343
	2

	
	GO:0097242
	amyloid-beta clearance
	2/365
	0.048343
	2

	
	GO:0016054
	organic acid catabolic process
	8/365
	0.048343
	8

	
	GO:0046395
	carboxylic acid catabolic process
	8/365
	0.048343
	8

	
	GO:0045935
	positive regulation of nucleobase-containing compound metabolic process
	17/365
	0.048664
	17

	GO (CC)
	GO:0045121
	membrane raft
	7/329
	0.000376
	7

	
	GO:0098857
	membrane microdomain
	7/329
	0.000376
	7

	
	GO:0036477
	somatodendritic compartment
	14/329
	0.000507
	14

	
	GO:1902911
	protein kinase complex
	10/329
	0.000556
	10

	
	GO:1902554
	serine/threonine protein kinase complex
	9/329
	0.001546
	9

	
	GO:0005764
	lysosome
	13/329
	0.002084
	13

	
	GO:0000323
	lytic vacuole
	13/329
	0.002084
	13

	
	GO:0098590
	plasma membrane region
	18/329
	0.002946
	18

	
	GO:0043005
	neuron projection
	22/329
	0.003339
	22

	
	GO:0043025
	neuronal cell body
	7/329
	0.006048
	7

	
	GO:0044297
	cell body
	7/329
	0.006048
	7

	
	GO:0061695
	transferase complex, transferring phosphorus-containing groups
	14/329
	0.006235
	14

	
	GO:0005773
	vacuole
	14/329
	0.006235
	14

	
	GO:0035253
	ciliary rootlet
	2/329
	0.009973
	2

	
	GO:0030016
	myofibril
	7/329
	0.016109
	7

	
	GO:0043292
	contractile muscle fiber
	7/329
	0.016157
	7

	
	GO:0030425
	dendrite
	9/329
	0.016157
	9

	
	GO:0097447
	dendritic tree
	9/329
	0.016157
	9

	
	GO:0008385
	IkappaB kinase complex
	2/329
	0.020634
	2

	
	GO:0043198
	dendritic shaft
	2/329
	0.020634
	2

	
	GO:0030017
	sarcomere
	6/329
	0.028904
	6

	
	GO:0048471
	perinuclear region of cytoplasm
	5/329
	0.029802
	5

	
	GO:0045177
	apical part of cell
	6/329
	0.039676
	6

	
	GO:0043235
	receptor complex
	11/329
	0.046739
	11

	GO (MF)
	GO:0004175
	endopeptidase activity
	27/365
	0.001423
	27

	
	GO:0019955
	cytokine binding
	8/365
	0.001936
	8

	
	GO:0050661
	NADP binding
	6/365
	0.00697
	6

	
	GO:0016705
	oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen
	13/365
	0.024987
	13

	
	GO:0008504
	monoamine transmembrane transporter activity
	3/365
	0.024987
	3

	
	GO:0044183
	protein folding chaperone
	6/365
	0.024987
	6

	
	GO:0016209
	antioxidant activity
	7/365
	0.024987
	7

	
	GO:0004674
	protein serine/threonine kinase activity
	17/365
	0.024987
	17

	
	GO:0003990
	acetylcholinesterase activity
	2/365
	0.024987
	2

	
	GO:0004104
	cholinesterase activity
	2/365
	0.024987
	2

	
	GO:0004666
	prostaglandin-endoperoxide synthase activity
	2/365
	0.024987
	2

	
	GO:0004962
	endothelin receptor activity
	2/365
	0.024987
	2

	
	GO:0005330
	dopamine:sodium symporter activity
	2/365
	0.024987
	2

	
	GO:0005334
	norepinephrine:sodium symporter activity
	2/365
	0.024987
	2

	
	GO:0008384
	IkappaB kinase activity
	2/365
	0.024987
	2

	
	GO:0030284
	nuclear estrogen receptor activity
	2/365
	0.024987
	2

	
	GO:0004697
	diacylglycerol-dependent serine/threonine kinase activity
	3/365
	0.02596
	3

	
	GO:0004954
	prostanoid receptor activity
	3/365
	0.02596
	3

	
	GO:0020037
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