	GO pathway enrichment analysis of up-regulated genes
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	ONTOLOGY
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	FDP
	qvalue
	geneID
	

	BP
	GO:0019646
	aerobic electron transport chain
	4/50
	87/18723
	8.51E-05
	0.030019
	0.02715
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0042773
	ATP synthesis coupled electron transport
	4/50
	95/18723
	0.00012
	0.030019
	0.02715
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0042775
	mitochondrial ATP synthesis coupled electron transport
	4/50
	95/18723
	0.00012
	0.030019
	0.02715
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0009060
	aerobic respiration
	5/50
	189/18723
	0.000146
	0.030019
	0.02715
	NDUFA6/SLC25A14/NDUFB1/CYCS/COX5B
	5

	BP
	GO:0022904
	respiratory electron transport chain
	4/50
	114/18723
	0.000242
	0.039866
	0.036057
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0045333
	cellular respiration
	5/50
	230/18723
	0.000362
	0.049681
	0.044934
	NDUFA6/SLC25A14/NDUFB1/CYCS/COX5B
	5

	BP
	GO:0001833
	inner cell mass cell proliferation
	2/50
	13/18723
	0.000535
	0.055878
	0.050539
	GINS1/NDEL1
	2

	BP
	GO:0006119
	oxidative phosphorylation
	4/50
	141/18723
	0.000543
	0.055878
	0.050539
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0022900
	electron transport chain
	4/50
	175/18723
	0.001215
	0.098372
	0.088972
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0001832
	blastocyst growth
	2/50
	20/18723
	0.001288
	0.098372
	0.088972
	GINS1/NDEL1
	2

	BP
	GO:0006123
	mitochondrial electron transport, cytochrome c to oxygen
	2/50
	21/18723
	0.001421
	0.098372
	0.088972
	CYCS/COX5B
	2

	BP
	GO:1902115
	regulation of organelle assembly
	4/50
	186/18723
	0.00152
	0.098372
	0.088972
	PAN2/NPRL2/VPS11/CHMP5
	4

	BP
	GO:0015980
	energy derivation by oxidation of organic compounds
	5/50
	318/18723
	0.001552
	0.098372
	0.088972
	NDUFA6/SLC25A14/NDUFB1/CYCS/COX5B
	5

	BP
	GO:0033108
	mitochondrial respiratory chain complex assembly
	3/50
	93/18723
	0.001964
	0.11559
	0.104545
	NDUFA6/NDUFB1/PET100
	3

	BP
	GO:0021987
	cerebral cortex development
	3/50
	114/18723
	0.003499
	0.192224
	0.173856
	NDEL1/MKKS/TMEM14B
	3

	BP
	GO:0046034
	ATP metabolic process
	4/50
	277/18723
	0.00633
	0.326015
	0.294863
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	BP
	GO:0006120
	mitochondrial electron transport, NADH to ubiquinone
	2/50
	51/18723
	0.008198
	0.337805
	0.305527
	NDUFA6/NDUFB1
	2

	BP
	GO:0008333
	endosome to lysosome transport
	2/50
	55/18723
	0.009483
	0.337805
	0.305527
	VPS11/CHMP5
	2

	BP
	GO:0006091
	generation of precursor metabolites and energy
	5/50
	490/18723
	0.00968
	0.337805
	0.305527
	NDUFA6/SLC25A14/NDUFB1/CYCS/COX5B
	5

	BP
	GO:0010257
	NADH dehydrogenase complex assembly
	2/50
	57/18723
	0.010158
	0.337805
	0.305527
	NDUFA6/NDUFB1
	2

	BP
	GO:0032981
	mitochondrial respiratory chain complex I assembly
	2/50
	57/18723
	0.010158
	0.337805
	0.305527
	NDUFA6/NDUFB1
	2

	BP
	GO:0021543
	pallium development
	3/50
	169/18723
	0.01038
	0.337805
	0.305527
	NDEL1/MKKS/TMEM14B
	3

	BP
	GO:0007033
	vacuole organization
	3/50
	180/18723
	0.012302
	0.337805
	0.305527
	NPRL2/VPS11/CHMP5
	3

	BP
	GO:0032386
	regulation of intracellular transport
	4/50
	337/18723
	0.012392
	0.337805
	0.305527
	VPS11/NDEL1/RIOK2/ARV1
	4

	BP
	GO:0003407
	neural retina development
	2/50
	70/18723
	0.015036
	0.337805
	0.305527
	TOPORS/GPM6A
	2

	BP
	GO:0051303
	establishment of chromosome localization
	2/50
	80/18723
	0.019345
	0.337805
	0.305527
	NDEL1/CHMP5
	2

	BP
	GO:0051656
	establishment of organelle localization
	4/50
	390/18723
	0.02011
	0.337805
	0.305527
	NDEL1/MKKS/RIOK2/CHMP5
	4

	BP
	GO:0007032
	endosome organization
	2/50
	82/18723
	0.020262
	0.337805
	0.305527
	VPS11/CHMP5
	2

	BP
	GO:0050000
	chromosome localization
	2/50
	82/18723
	0.020262
	0.337805
	0.305527
	NDEL1/CHMP5
	2

	BP
	GO:0006835
	dicarboxylic acid transport
	2/50
	84/18723
	0.021197
	0.337805
	0.305527
	SLC25A14/ARL6IP1
	2

	BP
	GO:0000338
	protein deneddylation
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	COPS4
	1

	BP
	GO:0007191
	adenylate cyclase-activating dopamine receptor signaling pathway
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	GNAL
	1

	BP
	GO:0032380
	regulation of intracellular sterol transport
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	ARV1
	1

	BP
	GO:0032383
	regulation of intracellular cholesterol transport
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	ARV1
	1

	BP
	GO:0033131
	regulation of glucokinase activity
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	DUSP12
	1

	BP
	GO:0036152
	phosphatidylethanolamine acyl-chain remodeling
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	MBOAT2
	1

	BP
	GO:1904896
	ESCRT complex disassembly
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	CHMP5
	1

	BP
	GO:1904903
	ESCRT III complex disassembly
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	CHMP5
	1

	BP
	GO:2000234
	positive regulation of rRNA processing
	1/50
	10/18723
	0.026393
	0.337805
	0.305527
	RIOK2
	1

	BP
	GO:0031331
	positive regulation of cellular catabolic process
	4/50
	427/18723
	0.026943
	0.337805
	0.305527
	TMEM59/PAN2/NPRL2/VPS11
	4

	BP
	GO:0021537
	telencephalon development
	3/50
	248/18723
	0.028505
	0.337805
	0.305527
	NDEL1/MKKS/TMEM14B
	3

	BP
	GO:0006086
	acetyl-CoA biosynthetic process from pyruvate
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	PDHX
	1

	BP
	GO:0006122
	mitochondrial electron transport, ubiquinol to cytochrome c
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	CYCS
	1

	BP
	GO:0009235
	cobalamin metabolic process
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	LMBRD1
	1

	BP
	GO:0014820
	tonic smooth muscle contraction
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032377
	regulation of intracellular lipid transport
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	ARV1
	1

	BP
	GO:0033210
	leptin-mediated signaling pathway
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0042670
	retinal cone cell differentiation
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	TOPORS
	1

	BP
	GO:0046549
	retinal cone cell development
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	TOPORS
	1

	BP
	GO:0048680
	positive regulation of axon regeneration
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0051081
	nuclear membrane disassembly
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:1903299
	regulation of hexokinase activity
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	DUSP12
	1

	BP
	GO:1903961
	positive regulation of anion transmembrane transport
	1/50
	11/18723
	0.028994
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:0006839
	mitochondrial transport
	3/50
	254/18723
	0.030297
	0.337805
	0.305527
	VPS11/SLC25A14/TMEM14B
	3

	BP
	GO:0030397
	membrane disassembly
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0032096
	negative regulation of response to food
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032099
	negative regulation of appetite
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032105
	negative regulation of response to extracellular stimulus
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032108
	negative regulation of response to nutrient levels
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0060221
	retinal rod cell differentiation
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	TOPORS
	1

	BP
	GO:0070572
	positive regulation of neuron projection regeneration
	1/50
	12/18723
	0.031589
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0045927
	positive regulation of growth
	3/50
	259/18723
	0.031835
	0.337805
	0.305527
	NDEL1/MKKS/ZNF639
	3

	BP
	GO:0120034
	positive regulation of plasma membrane bounded cell projection assembly
	2/50
	105/18723
	0.032048
	0.337805
	0.305527
	NDEL1/GPM6A
	2

	BP
	GO:0001824
	blastocyst development
	2/50
	106/18723
	0.032609
	0.337805
	0.305527
	GINS1/NDEL1
	2

	BP
	GO:0006995
	cellular response to nitrogen starvation
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	NPRL2
	1

	BP
	GO:0010958
	regulation of amino acid import across plasma membrane
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:0032968
	positive regulation of transcription elongation from RNA polymerase II promoter
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	EAPP
	1

	BP
	GO:0035845
	photoreceptor cell outer segment organization
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	TOPORS
	1

	BP
	GO:0043562
	cellular response to nitrogen levels
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	NPRL2
	1

	BP
	GO:0090158
	endoplasmic reticulum membrane organization
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:1903651
	positive regulation of cytoplasmic transport
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	VPS11
	1

	BP
	GO:1903789
	regulation of amino acid transmembrane transport
	1/50
	13/18723
	0.034177
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:0009408
	response to heat
	2/50
	110/18723
	0.034894
	0.337805
	0.305527
	PSIP1/ST8SIA1
	2

	BP
	GO:0000054
	ribosomal subunit export from nucleus
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	RIOK2
	1

	BP
	GO:0007100
	mitotic centrosome separation
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0033212
	iron import into cell
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	STEAP2
	1

	BP
	GO:0033750
	ribosome localization
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	RIOK2
	1

	BP
	GO:0036151
	phosphatidylcholine acyl-chain remodeling
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	MBOAT2
	1

	BP
	GO:0043922
	negative regulation by host of viral transcription
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	ZNF639
	1

	BP
	GO:1902969
	mitotic DNA replication
	1/50
	14/18723
	0.036758
	0.337805
	0.305527
	GINS1
	1

	BP
	GO:0007041
	lysosomal transport
	2/50
	114/18723
	0.037239
	0.337805
	0.305527
	VPS11/CHMP5
	2

	BP
	GO:0003356
	regulation of cilium beat frequency
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0006271
	DNA strand elongation involved in DNA replication
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	GINS1
	1

	BP
	GO:0006825
	copper ion transport
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	STEAP2
	1

	BP
	GO:0033147
	negative regulation of intracellular estrogen receptor signaling pathway
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	VPS11
	1

	BP
	GO:0035435
	phosphate ion transmembrane transport
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	SLC25A14
	1

	BP
	GO:0050910
	detection of mechanical stimulus involved in sensory perception of sound
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0051299
	centrosome separation
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0051938
	L-glutamate import
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:0060026
	convergent extension
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0060049
	regulation of protein glycosylation
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	TMEM59
	1

	BP
	GO:0071428
	rRNA-containing ribonucleoprotein complex export from nucleus
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	RIOK2
	1

	BP
	GO:0098712
	L-glutamate import across plasma membrane
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:1900029
	positive regulation of ruffle assembly
	1/50
	15/18723
	0.039332
	0.337805
	0.305527
	NDEL1
	1

	BP
	GO:0140014
	mitotic nuclear division
	3/50
	287/18723
	0.041191
	0.337805
	0.305527
	NDEL1/RIOK2/CHMP5
	3

	BP
	GO:0034244
	negative regulation of transcription elongation from RNA polymerase II promoter
	1/50
	16/18723
	0.041899
	0.337805
	0.305527
	EAPP
	1

	BP
	GO:0043923
	positive regulation by host of viral transcription
	1/50
	16/18723
	0.041899
	0.337805
	0.305527
	ZNF639
	1

	BP
	GO:2000232
	regulation of rRNA processing
	1/50
	16/18723
	0.041899
	0.337805
	0.305527
	RIOK2
	1

	BP
	GO:0009896
	positive regulation of catabolic process
	4/50
	492/18723
	0.041986
	0.337805
	0.305527
	TMEM59/PAN2/NPRL2/VPS11
	4

	BP
	GO:0010508
	positive regulation of autophagy
	2/50
	124/18723
	0.043358
	0.337805
	0.305527
	TMEM59/NPRL2
	2

	BP
	GO:0021756
	striatum development
	1/50
	17/18723
	0.04446
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032511
	late endosome to vacuole transport via multivesicular body sorting pathway
	1/50
	17/18723
	0.04446
	0.337805
	0.305527
	CHMP5
	1

	BP
	GO:0061952
	midbody abscission
	1/50
	17/18723
	0.04446
	0.337805
	0.305527
	CHMP5
	1

	BP
	GO:1902358
	sulfate transmembrane transport
	1/50
	17/18723
	0.04446
	0.337805
	0.305527
	SLC25A14
	1

	BP
	GO:0006085
	acetyl-CoA biosynthetic process
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	PDHX
	1

	BP
	GO:0008272
	sulfate transport
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	SLC25A14
	1

	BP
	GO:0032095
	regulation of response to food
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0032785
	negative regulation of DNA-templated transcription, elongation
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	EAPP
	1

	BP
	GO:0071786
	endoplasmic reticulum tubular network organization
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	ARL6IP1
	1

	BP
	GO:1901673
	regulation of mitotic spindle assembly
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	CHMP5
	1

	BP
	GO:2000641
	regulation of early endosome to late endosome transport
	1/50
	18/18723
	0.047014
	0.337805
	0.305527
	VPS11
	1

	BP
	GO:0007098
	centrosome cycle
	2/50
	130/18723
	0.047198
	0.337805
	0.305527
	NDEL1/CHMP5
	2

	BP
	GO:0006997
	nucleus organization
	2/50
	133/18723
	0.049163
	0.337805
	0.305527
	NDEL1/CHMP5
	2

	BP
	GO:0006491
	N-glycan processing
	1/50
	19/18723
	0.049562
	0.337805
	0.305527
	ST8SIA1
	1

	BP
	GO:0044320
	cellular response to leptin stimulus
	1/50
	19/18723
	0.049562
	0.337805
	0.305527
	MKKS
	1

	BP
	GO:0051957
	positive regulation of amino acid transport
	1/50
	19/18723
	0.049562
	0.337805
	0.305527
	ARL6IP1
	1

	CC
	GO:0070469
	respirasome
	4/56
	100/19550
	0.000193
	0.025669
	0.021738
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	CC
	GO:0005743
	mitochondrial inner membrane
	7/56
	495/19550
	0.000507
	0.030142
	0.025526
	NDUFA6/SLC25A14/NDUFB1/CYCS/COX5B/TMEM14B/PET100
	7

	CC
	GO:0005765
	lysosomal membrane
	6/56
	395/19550
	0.000907
	0.030142
	0.025526
	TMEM59/CCZ1/NPRL2/VPS11/TMEM9B/LMBRD1
	6

	CC
	GO:0098852
	lytic vacuole membrane
	6/56
	395/19550
	0.000907
	0.030142
	0.025526
	TMEM59/CCZ1/NPRL2/VPS11/TMEM9B/LMBRD1
	6

	CC
	GO:0005774
	vacuolar membrane
	6/56
	444/19550
	0.00165
	0.041658
	0.035278
	TMEM59/CCZ1/NPRL2/VPS11/TMEM9B/LMBRD1
	6

	CC
	GO:0005746
	mitochondrial respirasome
	3/56
	89/19550
	0.002124
	0.041658
	0.035278
	NDUFA6/NDUFB1/COX5B
	3

	CC
	GO:0098803
	respiratory chain complex
	3/56
	90/19550
	0.002193
	0.041658
	0.035278
	NDUFA6/NDUFB1/COX5B
	3

	CC
	GO:1990204
	oxidoreductase complex
	3/56
	112/19550
	0.004069
	0.067649
	0.057289
	NDUFA6/PDHX/NDUFB1
	3

	CC
	GO:0005747
	mitochondrial respiratory chain complex I
	2/56
	48/19550
	0.008355
	0.088469
	0.07492
	NDUFA6/NDUFB1
	2

	CC
	GO:0030964
	NADH dehydrogenase complex
	2/56
	48/19550
	0.008355
	0.088469
	0.07492
	NDUFA6/NDUFB1
	2

	CC
	GO:0045271
	respiratory chain complex I
	2/56
	48/19550
	0.008355
	0.088469
	0.07492
	NDUFA6/NDUFB1
	2

	CC
	GO:0098800
	inner mitochondrial membrane protein complex
	3/56
	147/19550
	0.008631
	0.088469
	0.07492
	NDUFA6/NDUFB1/COX5B
	3

	CC
	GO:0005770
	late endosome
	4/56
	282/19550
	0.008647
	0.088469
	0.07492
	TMEM59/CCZ1/VPS11/CHMP5
	4

	CC
	GO:0030136
	clathrin-coated vesicle
	3/56
	196/19550
	0.018644
	0.177117
	0.149992
	VPS11/LMBRD1/STEAP2
	3

	CC
	GO:0060091
	kinocilium
	1/56
	10/19550
	0.028285
	0.217486
	0.184178
	MKKS
	1

	CC
	GO:0071162
	CMG complex
	1/56
	10/19550
	0.028285
	0.217486
	0.184178
	GINS1
	1

	CC
	GO:0097732
	9+2 non-motile cilium
	1/56
	10/19550
	0.028285
	0.217486
	0.184178
	MKKS
	1

	CC
	GO:0000138
	Golgi trans cisterna
	1/56
	11/19550
	0.031069
	0.217486
	0.184178
	TMEM59
	1

	CC
	GO:0005797
	Golgi medial cisterna
	1/56
	11/19550
	0.031069
	0.217486
	0.184178
	TMEM59
	1

	CC
	GO:0031261
	DNA replication preinitiation complex
	1/56
	12/19550
	0.033846
	0.225078
	0.190609
	GINS1
	1

	CC
	GO:0099059
	integral component of presynaptic active zone membrane
	1/56
	13/19550
	0.036616
	0.231899
	0.196384
	GPM6A
	1

	CC
	GO:0098798
	mitochondrial protein-containing complex
	3/56
	268/19550
	0.041481
	0.233474
	0.197718
	NDUFA6/NDUFB1/COX5B
	3

	CC
	GO:0008180
	COP9 signalosome
	1/56
	15/19550
	0.042131
	0.233474
	0.197718
	COPS4
	1

	CC
	GO:0030688
	preribosome, small subunit precursor
	1/56
	15/19550
	0.042131
	0.233474
	0.197718
	RIOK2
	1

	CC
	GO:0000930
	gamma-tubulin complex
	1/56
	16/19550
	0.044876
	0.238743
	0.20218
	TOPORS
	1

	CC
	GO:0098945
	intrinsic component of presynaptic active zone membrane
	1/56
	17/19550
	0.047615
	0.243567
	0.206266
	GPM6A
	1

	MF
	GO:0009055
	electron transfer activity
	4/54
	126/18368
	0.000512
	0.041458
	0.037358
	NDUFA6/NDUFB1/CYCS/COX5B
	4

	MF
	GO:0016655
	oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor
	3/54
	57/18368
	0.000628
	0.041458
	0.037358
	NDUFA6/NDUFB1/CRYZL1
	3

	MF
	GO:0015453
	oxidoreduction-driven active transmembrane transporter activity
	3/54
	72/18368
	0.001241
	0.054611
	0.049211
	NDUFA6/NDUFB1/COX5B
	3

	MF
	GO:0015399
	primary active transmembrane transporter activity
	4/54
	181/18368
	0.001965
	0.058326
	0.052559
	NDUFA6/NDUFB1/COX5B/LMBRD1
	4

	MF
	GO:0016651
	oxidoreductase activity, acting on NAD(P)H
	3/54
	88/18368
	0.002209
	0.058326
	0.052559
	NDUFA6/NDUFB1/CRYZL1
	3

	MF
	GO:0050699
	WW domain binding
	2/54
	32/18368
	0.003977
	0.087484
	0.078833
	TCEAL4/TCEAL3
	2

	MF
	GO:0022804
	active transmembrane transporter activity
	5/54
	406/18368
	0.006698
	0.09295
	0.083759
	NDUFA6/SLC25A14/NDUFB1/COX5B/LMBRD1
	5

	MF
	GO:0008137
	NADH dehydrogenase (ubiquinone) activity
	2/54
	42/18368
	0.006775
	0.09295
	0.083759
	NDUFA6/NDUFB1
	2

	MF
	GO:0050136
	NADH dehydrogenase (quinone) activity
	2/54
	43/18368
	0.007092
	0.09295
	0.083759
	NDUFA6/NDUFB1
	2

	MF
	GO:0003954
	NADH dehydrogenase activity
	2/54
	45/18368
	0.007746
	0.09295
	0.083759
	NDUFA6/NDUFB1
	2

	MF
	GO:0003955
	NAD(P)H dehydrogenase (quinone) activity
	2/54
	45/18368
	0.007746
	0.09295
	0.083759
	NDUFA6/NDUFB1
	2

	MF
	GO:0004983
	neuropeptide Y receptor activity
	1/54
	10/18368
	0.02902
	0.273618
	0.246562
	NPY1R
	1

	MF
	GO:0031419
	cobalamin binding
	1/54
	10/18368
	0.02902
	0.273618
	0.246562
	LMBRD1
	1

	MF
	GO:0035612
	AP-2 adaptor complex binding
	1/54
	10/18368
	0.02902
	0.273618
	0.246562
	LMBRD1
	1

	MF
	GO:0008429
	phosphatidylethanolamine binding
	1/54
	12/18368
	0.034724
	0.284583
	0.256443
	PEBP1
	1

	MF
	GO:0004535
	poly(A)-specific ribonuclease activity
	1/54
	13/18368
	0.037564
	0.284583
	0.256443
	PAN2
	1

	MF
	GO:0015556
	C4-dicarboxylate transmembrane transporter activity
	1/54
	16/18368
	0.046034
	0.284583
	0.256443
	SLC25A14
	1

	MF
	GO:0015116
	sulfate transmembrane transporter activity
	1/54
	17/18368
	0.048841
	0.284583
	0.256443
	SLC25A14
	1

	MF
	GO:0016722
	oxidoreductase activity, acting on metal ions
	1/54
	17/18368
	0.048841
	0.284583
	0.256443
	STEAP2
	1



