	GO pathway enrichment analysis of down-regulated genes

	ONTOLOGY
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue
	geneID
	Count

	BP
	GO:0021892
	cerebral cortex GABAergic interneuron differentiation
	2/50
	11/18723
	0.000378546
	0.12575932
	0.11242914
	NKX2-1/DRD2
	2

	BP
	GO:0002090
	regulation of receptor internalization
	3/50
	56/18723
	0.00044963
	0.12575932
	0.11242914
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0097154
	GABAergic neuron differentiation
	2/50
	13/18723
	0.000535017
	0.12575932
	0.11242914
	NKX2-1/DRD2
	2

	BP
	GO:0002091
	negative regulation of receptor internalization
	2/50
	14/18723
	0.000623121
	0.12575932
	0.11242914
	RIN3/ANKRD13B
	2

	BP
	GO:0006098
	pentose-phosphate shunt
	2/50
	15/18723
	0.00071776
	0.12575932
	0.11242914
	G6PD/PGLS
	2

	BP
	GO:0001764
	neuron migration
	4/50
	156/18723
	0.000792666
	0.12575932
	0.11242914
	NKX2-1/DRD2/ACAP3/SH3RF1
	4

	BP
	GO:0006740
	NADPH regeneration
	2/50
	16/18723
	0.000818898
	0.12575932
	0.11242914
	G6PD/PGLS
	2

	BP
	GO:0021895
	cerebral cortex neuron differentiation
	2/50
	23/18723
	0.001706018
	0.18428434
	0.16475065
	NKX2-1/DRD2
	2

	BP
	GO:1900273
	positive regulation of long-term synaptic potentiation
	2/50
	23/18723
	0.001706018
	0.18428434
	0.16475065
	DRD2/SHISA7
	2

	BP
	GO:0051156
	glucose 6-phosphate metabolic process
	2/50
	24/18723
	0.001857941
	0.18428434
	0.16475065
	G6PD/PGLS
	2

	BP
	GO:0034765
	regulation of ion transmembrane transport
	6/50
	491/18723
	0.0018857
	0.18428434
	0.16475065
	G6PD/HTR3A/DRD2/CACNA1S/HCN4/SHISA7
	6

	BP
	GO:0048259
	regulation of receptor-mediated endocytosis
	3/50
	110/18723
	0.003164138
	0.23476956
	0.20988456
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0010039
	response to iron ion
	2/50
	32/18723
	0.003293725
	0.23476956
	0.20988456
	G6PD/DRD2
	2

	BP
	GO:0019835
	cytolysis
	2/50
	32/18723
	0.003293725
	0.23476956
	0.20988456
	C8A/KRT6A
	2

	BP
	GO:0031623
	receptor internalization
	3/50
	113/18723
	0.003413496
	0.23476956
	0.20988456
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0043279
	response to alkaloid
	3/50
	115/18723
	0.003586244
	0.23476956
	0.20988456
	HTR3A/DRD2/CACNA1S
	3

	BP
	GO:0048261
	negative regulation of receptor-mediated endocytosis
	2/50
	34/18723
	0.003712706
	0.23476956
	0.20988456
	RIN3/ANKRD13B
	2

	BP
	GO:0006739
	NADP metabolic process
	2/50
	35/18723
	0.003931025
	0.23476956
	0.20988456
	G6PD/PGLS
	2

	BP
	GO:0045471
	response to ethanol
	3/50
	137/18723
	0.005844367
	0.31633661
	0.2828057
	G6PD/HTR3A/DRD2
	3

	BP
	GO:0021983
	pituitary gland development
	2/50
	43/18723
	0.005885332
	0.31633661
	0.2828057
	NKX2-1/DRD2
	2

	BP
	GO:1900271
	regulation of long-term synaptic potentiation
	2/50
	46/18723
	0.00671137
	0.32080586
	0.28680122
	DRD2/SHISA7
	2

	BP
	GO:0048168
	regulation of neuronal synaptic plasticity
	2/50
	49/18723
	0.007586944
	0.32080586
	0.28680122
	DRD2/SHISA7
	2

	BP
	GO:0045806
	negative regulation of endocytosis
	2/50
	53/18723
	0.008830034
	0.32080586
	0.28680122
	RIN3/ANKRD13B
	2

	BP
	GO:0021953
	central nervous system neuron differentiation
	3/50
	162/18723
	0.00925564
	0.32080586
	0.28680122
	FOXN4/NKX2-1/DRD2
	3

	BP
	GO:0042220
	response to cocaine
	2/50
	55/18723
	0.009483468
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0022029
	telencephalon cell migration
	2/50
	56/18723
	0.009818055
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0043112
	receptor metabolic process
	3/50
	166/18723
	0.00988904
	0.32080586
	0.28680122
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0021885
	forebrain cell migration
	2/50
	59/18723
	0.010852943
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0048663
	neuron fate commitment
	2/50
	62/18723
	0.011933917
	0.32080586
	0.28680122
	FOXN4/NKX2-1
	2

	BP
	GO:0048857
	neural nucleus development
	2/50
	64/18723
	0.012679788
	0.32080586
	0.28680122
	G6PD/NKX2-1
	2

	BP
	GO:0061371
	determination of heart left/right asymmetry
	2/50
	67/18723
	0.013835862
	0.32080586
	0.28680122
	FOXN4/DAND5
	2

	BP
	GO:0031640
	killing of cells of other organism
	2/50
	68/18723
	0.014231045
	0.32080586
	0.28680122
	KRT6A/DEFB132
	2

	BP
	GO:0001763
	morphogenesis of a branching structure
	3/50
	196/18723
	0.015439963
	0.32080586
	0.28680122
	NKX2-1/DRD2/ADAMTS16
	3

	BP
	GO:0048167
	regulation of synaptic plasticity
	3/50
	198/18723
	0.015861086
	0.32080586
	0.28680122
	SIPA1L1/DRD2/SHISA7
	3

	BP
	GO:0021536
	diencephalon development
	2/50
	76/18723
	0.017565382
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0008016
	regulation of heart contraction
	3/50
	206/18723
	0.01761028
	0.32080586
	0.28680122
	FOXN4/DRD2/HCN4
	3

	BP
	GO:0030100
	regulation of endocytosis
	3/50
	211/18723
	0.018756278
	0.32080586
	0.28680122
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0050807
	regulation of synapse organization
	3/50
	211/18723
	0.018756278
	0.32080586
	0.28680122
	SIPA1L1/DRD2/GRIPAP1
	3

	BP
	GO:0030512
	negative regulation of transforming growth factor beta receptor signaling pathway
	2/50
	81/18723
	0.019801277
	0.32080586
	0.28680122
	DAND5/NKX2-1
	2

	BP
	GO:0050803
	regulation of synapse structure or activity
	3/50
	218/18723
	0.020429093
	0.32080586
	0.28680122
	SIPA1L1/DRD2/GRIPAP1
	3

	BP
	GO:0009953
	dorsal/ventral pattern formation
	2/50
	84/18723
	0.021197198
	0.32080586
	0.28680122
	FOXN4/NKX2-1
	2

	BP
	GO:0032465
	regulation of cytokinesis
	2/50
	92/18723
	0.025112927
	0.32080586
	0.28680122
	ANKRD53/DRD2
	2

	BP
	GO:1903351
	cellular response to dopamine
	2/50
	92/18723
	0.025112927
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:1903350
	response to dopamine
	2/50
	93/18723
	0.025621697
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0003163
	sinoatrial node development
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	HCN4
	1

	BP
	GO:0042756
	drinking behavior
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0048755
	branching morphogenesis of a nerve
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0061140
	lung secretory cell differentiation
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	NKX2-1
	1

	BP
	GO:0099532
	synaptic vesicle endosomal processing
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0099639
	neurotransmitter receptor transport, endosome to plasma membrane
	1/50
	10/18723
	0.026392741
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0060047
	heart contraction
	3/50
	241/18723
	0.026489239
	0.32080586
	0.28680122
	FOXN4/DRD2/HCN4
	3

	BP
	GO:0050808
	synapse organization
	4/50
	426/18723
	0.026741937
	0.32080586
	0.28680122
	SIPA1L1/DRD2/GRIPAP1/SHISA7
	4

	BP
	GO:0003073
	regulation of systemic arterial blood pressure
	2/50
	96/18723
	0.027173135
	0.32080586
	0.28680122
	DRD2/ADAMTS16
	2

	BP
	GO:0006898
	receptor-mediated endocytosis
	3/50
	244/18723
	0.027343451
	0.32080586
	0.28680122
	DRD2/RIN3/ANKRD13B
	3

	BP
	GO:0060291
	long-term synaptic potentiation
	2/50
	99/18723
	0.028761744
	0.32080586
	0.28680122
	DRD2/SHISA7
	2

	BP
	GO:0007389
	pattern specification process
	4/50
	436/18723
	0.028792107
	0.32080586
	0.28680122
	FOXN4/DAND5/ALX3/NKX2-1
	4

	BP
	GO:0014854
	response to inactivity
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0030432
	peristalsis
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0033327
	Leydig cell differentiation
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	NKX2-1
	1

	BP
	GO:0034776
	response to histamine
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0035581
	sequestering of extracellular ligand from receptor
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:0060159
	regulation of dopamine receptor signaling pathway
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0060579
	ventral spinal cord interneuron fate commitment
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0060581
	cell fate commitment involved in pattern specification
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0071313
	cellular response to caffeine
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	CACNA1S
	1

	BP
	GO:0086070
	SA node cell to atrial cardiac muscle cell communication
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	HCN4
	1

	BP
	GO:0097494
	regulation of vesicle size
	1/50
	11/18723
	0.028994161
	0.32080586
	0.28680122
	RIN3
	1

	BP
	GO:0003015
	heart process
	3/50
	251/18723
	0.029393717
	0.32080586
	0.28680122
	FOXN4/DRD2/HCN4
	3

	BP
	GO:0097305
	response to alcohol
	3/50
	253/18723
	0.029994169
	0.32080586
	0.28680122
	G6PD/HTR3A/DRD2
	3

	BP
	GO:1903522
	regulation of blood circulation
	3/50
	256/18723
	0.030907046
	0.32080586
	0.28680122
	FOXN4/DRD2/HCN4
	3

	BP
	GO:0002027
	regulation of heart rate
	2/50
	103/18723
	0.030936557
	0.32080586
	0.28680122
	DRD2/HCN4
	2

	BP
	GO:0001976
	nervous system process involved in regulation of systemic arterial blood pressure
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0031223
	auditory behavior
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0032926
	negative regulation of activin receptor signaling pathway
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:0038203
	TORC2 signaling
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	OTUD5
	1

	BP
	GO:0046831
	regulation of RNA export from nucleus
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	IWS1
	1

	BP
	GO:0051583
	dopamine uptake involved in synaptic transmission
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0051934
	catecholamine uptake involved in synaptic transmission
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0060123
	regulation of growth hormone secretion
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0060134
	prepulse inhibition
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0061052
	negative regulation of cell growth involved in cardiac muscle cell development
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	G6PD
	1

	BP
	GO:0070170
	regulation of tooth mineralization
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	DMP1
	1

	BP
	GO:1903909
	regulation of receptor clustering
	1/50
	12/18723
	0.031588768
	0.32080586
	0.28680122
	SHISA7
	1

	BP
	GO:0003012
	muscle system process
	4/50
	452/18723
	0.032263833
	0.32080586
	0.28680122
	G6PD/DRD2/CACNA1S/HCN4
	4

	BP
	GO:0021761
	limbic system development
	2/50
	107/18723
	0.033174704
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0071868
	cellular response to monoamine stimulus
	2/50
	107/18723
	0.033174704
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0071870
	cellular response to catecholamine stimulus
	2/50
	107/18723
	0.033174704
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0002551
	mast cell chemotaxis
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	RIN3
	1

	BP
	GO:0021514
	ventral spinal cord interneuron differentiation
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0021984
	adenohypophysis development
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0036302
	atrioventricular canal development
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0051481
	negative regulation of cytosolic calcium ion concentration
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0051709
	regulation of killing of cells of other organism
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	KRT6A
	1

	BP
	GO:0072578
	neurotransmitter-gated ion channel clustering
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	SHISA7
	1

	BP
	GO:0072672
	neutrophil extravasation
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	PRTN3
	1

	BP
	GO:1900115
	extracellular regulation of signal transduction
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:1900116
	extracellular negative regulation of signal transduction
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:1905244
	regulation of modification of synaptic structure
	1/50
	13/18723
	0.034176581
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0032412
	regulation of ion transmembrane transporter activity
	3/50
	267/18723
	0.034379114
	0.32080586
	0.28680122
	HTR3A/DRD2/SHISA7
	3

	BP
	GO:0071867
	response to monoamine
	2/50
	111/18723
	0.03547465
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0071869
	response to catecholamine
	2/50
	111/18723
	0.03547465
	0.32080586
	0.28680122
	HTR3A/DRD2
	2

	BP
	GO:0051051
	negative regulation of transport
	4/50
	470/18723
	0.036453705
	0.32080586
	0.28680122
	PRTN3/DRD2/RIN3/ANKRD13B
	4

	BP
	GO:0007638
	mechanosensory behavior
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0019321
	pentose metabolic process
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	G6PD
	1

	BP
	GO:0033604
	negative regulation of catecholamine secretion
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0035810
	positive regulation of urine volume
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0035815
	positive regulation of renal sodium excretion
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0043249
	erythrocyte maturation
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	G6PD
	1

	BP
	GO:0048148
	behavioral response to cocaine
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0048172
	regulation of short-term neuronal synaptic plasticity
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	SHISA7
	1

	BP
	GO:0048368
	lateral mesoderm development
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:0071415
	cellular response to purine-containing compound
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	CACNA1S
	1

	BP
	GO:0090239
	regulation of histone H4 acetylation
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	IWS1
	1

	BP
	GO:0097531
	mast cell migration
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	RIN3
	1

	BP
	GO:0099638
	endosome to plasma membrane protein transport
	1/50
	14/18723
	0.036757616
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0043270
	positive regulation of ion transport
	3/50
	275/18723
	0.037026887
	0.32080586
	0.28680122
	G6PD/HTR3A/DRD2
	3

	BP
	GO:0022898
	regulation of transmembrane transporter activity
	3/50
	278/18723
	0.038046273
	0.32080586
	0.28680122
	HTR3A/DRD2/SHISA7
	3

	BP
	GO:0010452
	histone H3-K36 methylation
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	IWS1
	1

	BP
	GO:0015671
	oxygen transport
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	HBQ1
	1

	BP
	GO:0030252
	growth hormone secretion
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0032239
	regulation of nucleobase-containing compound transport
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	IWS1
	1

	BP
	GO:0042754
	negative regulation of circadian rhythm
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0045217
	cell-cell junction maintenance
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	PRTN3
	1

	BP
	GO:0099170
	postsynaptic modulation of chemical synaptic transmission
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:1902514
	regulation of calcium ion transmembrane transport via high voltage-gated calcium channel
	1/50
	15/18723
	0.039331891
	0.32080586
	0.28680122
	G6PD
	1

	BP
	GO:0007613
	memory
	2/50
	118/18723
	0.039643726
	0.32080586
	0.28680122
	DRD2/SHISA7
	2

	BP
	GO:0042752
	regulation of circadian rhythm
	2/50
	121/18723
	0.041485025
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0098969
	neurotransmitter receptor transport to postsynaptic membrane
	1/50
	16/18723
	0.041899424
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0019730
	antimicrobial humoral response
	2/50
	122/18723
	0.042105898
	0.32080586
	0.28680122
	PRTN3/KRT6A
	2

	BP
	GO:0010811
	positive regulation of cell-substrate adhesion
	2/50
	123/18723
	0.042730287
	0.32080586
	0.28680122
	RELL2/DMP1
	2

	BP
	GO:0007368
	determination of left/right symmetry
	2/50
	124/18723
	0.043358169
	0.32080586
	0.28680122
	FOXN4/DAND5
	2

	BP
	GO:0002031
	G protein-coupled receptor internalization
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0007625
	grooming behavior
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0021513
	spinal cord dorsal/ventral patterning
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0021756
	striatum development
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0042753
	positive regulation of circadian rhythm
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	NKX2-1
	1

	BP
	GO:0048521
	negative regulation of behavior
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0051580
	regulation of neurotransmitter uptake
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0060033
	anatomical structure regression
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0061577
	calcium ion transmembrane transport via high voltage-gated calcium channel
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	G6PD
	1

	BP
	GO:0090494
	dopamine uptake
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0098962
	regulation of postsynaptic neurotransmitter receptor activity
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	SHISA7
	1

	BP
	GO:1903540
	establishment of protein localization to postsynaptic membrane
	1/50
	17/18723
	0.044460232
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0032874
	positive regulation of stress-activated MAPK cascade
	2/50
	126/18723
	0.044624324
	0.32080586
	0.28680122
	RELL2/SH3RF1
	2

	BP
	GO:0035270
	endocrine system development
	2/50
	127/18723
	0.045262553
	0.32080586
	0.28680122
	NKX2-1/DRD2
	2

	BP
	GO:0017015
	regulation of transforming growth factor beta receptor signaling pathway
	2/50
	128/18723
	0.045904186
	0.32080586
	0.28680122
	DAND5/NKX2-1
	2

	BP
	GO:0070304
	positive regulation of stress-activated protein kinase signaling cascade
	2/50
	128/18723
	0.045904186
	0.32080586
	0.28680122
	RELL2/SH3RF1
	2

	BP
	GO:0006957
	complement activation, alternative pathway
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	C8A
	1

	BP
	GO:0021511
	spinal cord patterning
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	FOXN4
	1

	BP
	GO:0031000
	response to caffeine
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	CACNA1S
	1

	BP
	GO:0045187
	regulation of circadian sleep/wake cycle, sleep
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0090493
	catecholamine uptake
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	DRD2
	1

	BP
	GO:0098877
	neurotransmitter receptor transport to plasma membrane
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:1902683
	regulation of receptor localization to synapse
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:2001135
	regulation of endocytic recycling
	1/50
	18/18723
	0.047014332
	0.32080586
	0.28680122
	GRIPAP1
	1

	BP
	GO:0090101
	negative regulation of transmembrane receptor protein serine/threonine kinase signaling pathway
	2/50
	131/18723
	0.047849298
	0.32080586
	0.28680122
	DAND5/NKX2-1
	2

	BP
	GO:1903844
	regulation of cellular response to transforming growth factor beta stimulus
	2/50
	131/18723
	0.047849298
	0.32080586
	0.28680122
	DAND5/NKX2-1
	2

	BP
	GO:0009855
	determination of bilateral symmetry
	2/50
	133/18723
	0.049162664
	0.32080586
	0.28680122
	FOXN4/DAND5
	2

	BP
	GO:0038092
	nodal signaling pathway
	1/50
	19/18723
	0.04956174
	0.32080586
	0.28680122
	DAND5
	1

	BP
	GO:2001185
	regulation of CD8-positive, alpha-beta T cell activation
	1/50
	19/18723
	0.04956174
	0.32080586
	0.28680122
	SH3RF1
	1

	BP
	GO:0032409
	regulation of transporter activity
	3/50
	310/18723
	0.049805156
	0.32080586
	0.28680122
	HTR3A/DRD2/SHISA7
	3

	BP
	GO:0009799
	specification of symmetry
	2/50
	134/18723
	0.049824269
	0.32080586
	0.28680122
	FOXN4/DAND5
	2

	CC
	GO:0014069
	postsynaptic density
	5/53
	330/19550
	0.001965091
	0.07940612
	0.06284157
	SAMD14/SIPA1L1/IGSF9B/DRD2/SHISA7
	5

	CC
	GO:0032279
	asymmetric synapse
	5/53
	335/19550
	0.002098053
	0.07940612
	0.06284157
	SAMD14/SIPA1L1/IGSF9B/DRD2/SHISA7
	5

	CC
	GO:0034703
	cation channel complex
	4/53
	210/19550
	0.002510572
	0.07940612
	0.06284157
	HTR3A/CACNA1S/HCN4/SHISA7
	4

	CC
	GO:0099572
	postsynaptic specialization
	5/53
	356/19550
	0.00272937
	0.07940612
	0.06284157
	SAMD14/SIPA1L1/IGSF9B/DRD2/SHISA7
	5

	CC
	GO:0098984
	neuron to neuron synapse
	5/53
	361/19550
	0.002898033
	0.07940612
	0.06284157
	SAMD14/SIPA1L1/IGSF9B/DRD2/SHISA7
	5

	CC
	GO:0099055
	integral component of postsynaptic membrane
	3/53
	117/19550
	0.003936207
	0.08660835
	0.06854138
	HTR3A/DRD2/SHISA7
	3

	CC
	GO:0098936
	intrinsic component of postsynaptic membrane
	3/53
	122/19550
	0.004425244
	0.08660835
	0.06854138
	HTR3A/DRD2/SHISA7
	3

	CC
	GO:0098878
	neurotransmitter receptor complex
	2/53
	42/19550
	0.005792641
	0.0975917
	0.07723354
	HTR3A/SHISA7
	2

	CC
	GO:0045211
	postsynaptic membrane
	4/53
	277/19550
	0.006700291
	0.0975917
	0.07723354
	IGSF9B/HTR3A/DRD2/SHISA7
	4

	CC
	GO:0034702
	ion channel complex
	4/53
	282/19550
	0.007129153
	0.0975917
	0.07723354
	HTR3A/CACNA1S/HCN4/SHISA7
	4

	CC
	GO:0099699
	integral component of synaptic membrane
	3/53
	150/19550
	0.00783583
	0.0975917
	0.07723354
	HTR3A/DRD2/SHISA7
	3

	CC
	GO:0099240
	intrinsic component of synaptic membrane
	3/53
	163/19550
	0.00982624
	0.1121829
	0.08878094
	HTR3A/DRD2/SHISA7
	3

	CC
	GO:0098978
	glutamatergic synapse
	4/53
	338/19550
	0.01321789
	0.11855699
	0.09382536
	HTR3A/DRD2/GRIPAP1/SHISA7
	4

	CC
	GO:0043197
	dendritic spine
	3/53
	183/19550
	0.013416713
	0.11855699
	0.09382536
	SIPA1L1/DRD2/SHISA7
	3

	CC
	GO:0044309
	neuron spine
	3/53
	184/19550
	0.013613367
	0.11855699
	0.09382536
	SIPA1L1/DRD2/SHISA7
	3

	CC
	GO:0099056
	integral component of presynaptic membrane
	2/53
	66/19550
	0.013846072
	0.11855699
	0.09382536
	HTR3A/DRD2
	2

	CC
	GO:0098982
	GABA-ergic synapse
	2/53
	69/19550
	0.015065593
	0.12141095
	0.09608397
	IGSF9B/DRD2
	2

	CC
	GO:1902495
	transmembrane transporter complex
	4/53
	366/19550
	0.017219851
	0.12717737
	0.10064748
	HTR3A/CACNA1S/HCN4/SHISA7
	4

	CC
	GO:0098889
	intrinsic component of presynaptic membrane
	2/53
	75/19550
	0.017637737
	0.12717737
	0.10064748
	HTR3A/DRD2
	2

	CC
	GO:1990351
	transporter complex
	4/53
	381/19550
	0.01964516
	0.13148335
	0.1040552
	HTR3A/CACNA1S/HCN4/SHISA7
	4

	CC
	GO:0097060
	synaptic membrane
	4/53
	384/19550
	0.020154382
	0.13148335
	0.1040552
	IGSF9B/HTR3A/DRD2/SHISA7
	4

	CC
	GO:0031313
	extrinsic component of endosome membrane
	1/53
	10/19550
	0.026787718
	0.15505999
	0.12271363
	GRIPAP1
	1

	CC
	GO:0032280
	symmetric synapse
	1/53
	10/19550
	0.026787718
	0.15505999
	0.12271363
	IGSF9B
	1

	CC
	GO:0045095
	keratin filament
	2/53
	96/19550
	0.027958307
	0.15505999
	0.12271363
	KRT6A/KRT6B
	2

	CC
	GO:0031838
	haptoglobin-hemoglobin complex
	1/53
	11/19550
	0.029427444
	0.15505999
	0.12271363
	HBQ1
	1

	CC
	GO:1990454
	L-type voltage-gated calcium channel complex
	1/53
	11/19550
	0.029427444
	0.15505999
	0.12271363
	CACNA1S
	1

	CC
	GO:0005833
	hemoglobin complex
	1/53
	12/19550
	0.032060145
	0.16267555
	0.12874054
	HBQ1
	1

	CC
	GO:0016581
	NuRD complex
	1/53
	14/19550
	0.037304545
	0.17623181
	0.1394689
	GATAD2A
	1

	CC
	GO:0090545
	CHD-type complex
	1/53
	14/19550
	0.037304545
	0.17623181
	0.1394689
	GATAD2A
	1

	CC
	GO:0098845
	postsynaptic endosome
	1/53
	15/19550
	0.03991628
	0.18180268
	0.14387765
	GRIPAP1
	1

	CC
	GO:0032591
	dendritic spine membrane
	1/53
	16/19550
	0.042521063
	0.18180268
	0.14387765
	SHISA7
	1

	CC
	GO:0061827
	sperm head
	1/53
	16/19550
	0.042521063
	0.18180268
	0.14387765
	DEFB132
	1

	CC
	GO:0071004
	U2-type prespliceosome
	1/53
	17/19550
	0.045118912
	0.18180268
	0.14387765
	SF3A2
	1

	CC
	GO:0071010
	prespliceosome
	1/53
	17/19550
	0.045118912
	0.18180268
	0.14387765
	SF3A2
	1

	MF
	GO:0035255
	ionotropic glutamate receptor binding
	2/51
	27/18368
	0.002537821
	0.25960387
	0.2277227
	DRD2/SHISA7
	2

	MF
	GO:0035254
	glutamate receptor binding
	2/51
	47/18368
	0.00754423
	0.25960387
	0.2277227
	DRD2/SHISA7
	2

	MF
	GO:0008331
	high voltage-gated calcium channel activity
	1/51
	10/18368
	0.027427952
	0.25960387
	0.2277227
	CACNA1S
	1

	MF
	GO:0031720
	haptoglobin binding
	1/51
	10/18368
	0.027427952
	0.25960387
	0.2277227
	HBQ1
	1

	MF
	GO:0036312
	phosphatidylinositol 3-kinase regulatory subunit binding
	1/51
	10/18368
	0.027427952
	0.25960387
	0.2277227
	FAM83A
	1

	MF
	GO:0001161
	intronic transcription regulatory region sequence-specific DNA binding
	1/51
	11/18368
	0.030129836
	0.25960387
	0.2277227
	NKX2-1
	1

	MF
	GO:0005078
	MAP-kinase scaffold activity
	1/51
	11/18368
	0.030129836
	0.25960387
	0.2277227
	SH3RF1
	1

	MF
	GO:0005536
	glucose binding
	1/51
	11/18368
	0.030129836
	0.25960387
	0.2277227
	G6PD
	1

	MF
	GO:0140036
	ubiquitin-dependent protein binding
	1/51
	11/18368
	0.030129836
	0.25960387
	0.2277227
	ANKRD13B
	1

	MF
	GO:0005221
	intracellular cyclic nucleotide activated cation channel activity
	1/51
	12/18368
	0.03282436
	0.25960387
	0.2277227
	HCN4
	1

	MF
	GO:0043176
	amine binding
	1/51
	12/18368
	0.03282436
	0.25960387
	0.2277227
	HTR3A
	1

	MF
	GO:0043855
	cyclic nucleotide-gated ion channel activity
	1/51
	12/18368
	0.03282436
	0.25960387
	0.2277227
	HCN4
	1

	MF
	GO:0051378
	serotonin binding
	1/51
	12/18368
	0.03282436
	0.25960387
	0.2277227
	HTR3A
	1

	MF
	GO:0061578
	Lys63-specific deubiquitinase activity
	1/51
	12/18368
	0.03282436
	0.25960387
	0.2277227
	OTUD5
	1

	MF
	GO:0005200
	structural constituent of cytoskeleton
	2/51
	103/18368
	0.033226611
	0.25960387
	0.2277227
	KRT6A/KRT6B
	2

	MF
	GO:0140035
	ubiquitination-like modification-dependent protein binding
	1/51
	13/18368
	0.035511544
	0.25960387
	0.2277227
	ANKRD13B
	1

	MF
	GO:1901338
	catecholamine binding
	1/51
	13/18368
	0.035511544
	0.25960387
	0.2277227
	DRD2
	1

	MF
	GO:0030594
	neurotransmitter receptor activity
	2/51
	111/18368
	0.038080339
	0.25960387
	0.2277227
	HTR3A/DRD2
	2

	MF
	GO:0005344
	oxygen carrier activity
	1/51
	14/18368
	0.038191409
	0.25960387
	0.2277227
	HBQ1
	1

	MF
	GO:0099094
	ligand-gated cation channel activity
	2/51
	113/18368
	0.03933392
	0.25960387
	0.2277227
	HTR3A/HCN4
	2

	MF
	GO:1990380
	Lys48-specific deubiquitinase activity
	1/51
	16/18368
	0.043529255
	0.27361246
	0.24001093
	OTUD5
	1

	MF
	GO:0050811
	GABA receptor binding
	1/51
	18/18368
	0.048838056
	0.27482311
	0.24107291
	SHISA7
	1



