[bookmark: _Toc494431517][bookmark: _Toc494705265][bookmark: _GoBack]Appendix 6. Functional enrichments for differentially abundant proteins that were not implicated in any previous refractive error transcriptome studies. This analysis used the STRING database to identify gene ontologies and pathways that were overrepresented (FDR<0.05) in the protein list relative to the Homo sapiens genomic background. The results are ordered from lowest-highest FDR.
	Pathway ID
	Pathway description
	Number of differentially abundant proteins
	FDR

	GO.1903561
	Extracellular vesicle
	101
	0.000

	GO.0031988
	Membrane-bounded vesicle
	112
	0.000

	GO.0070062
	Extracellular exosome
	100
	0.000

	GO.0005829
	Cytosol
	100
	0.000

	GO.0044421
	Extracellular region part
	105
	0.000

	GO.0044822
	Poly(A) RNA binding
	58
	0.000

	GO.0003723
	RNA binding
	64
	0.000

	GO.0005576
	Extracellular region
	107
	0.000

	GO.0016043
	Cellular component organization
	111
	0.000

	GO.0051234
	Establishment of localization
	94
	0.000

	GO.0043933
	Macromolecular complex subunit organization
	70
	0.000

	GO.0006810
	Transport
	91
	0.000

	GO.0030054
	Cell junction
	47
	0.000

	GO.0032991
	Macromolecular complex
	104
	0.000

	GO.0051179
	Localization
	101
	0.000

	GO.0071822
	Protein complex subunit organization
	53
	0.000

	GO.0044765
	Single-organism transport
	78
	0.000

	GO.0065003
	Macromolecular complex assembly
	47
	0.000

	GO.0097458
	Neuron part
	44
	0.000

	GO.0005925
	Focal adhesion
	26
	0.000

	GO.0042995
	Cell projection
	54
	0.000

	GO.0005912
	Adherens junction
	27
	0.000

	GO.1902578
	Single-organism localization
	78
	0.000

	GO.0034622
	Cellular macromolecular complex assembly
	32
	0.000

	GO.0043234
	Protein complex
	89
	0.000

	GO.0071702
	Organic substance transport
	57
	0.000

	GO.0044444
	Cytoplasmic part
	131
	0.000

	GO.0033036
	Macromolecule localization
	59
	0.000

	GO.0022626
	Cytosolic ribosome
	13
	0.000

	GO.0043005
	Neuron projection
	35
	0.000

	GO.0034613
	Cellular protein localization
	42
	0.000

	GO.0043209
	Myelin sheath
	16
	0.000

	GO.0005515
	Protein binding
	99
	0.000

	GO.0022607
	Cellular component assembly
	54
	0.000

	GO.0051641
	Cellular localization
	59
	0.000

	GO.0044446
	Intracellular organelle part
	132
	0.000

	GO.0045184
	Establishment of protein localization
	44
	0.000

	GO.0044422
	Organelle part
	133
	0.000

	GO.0008104
	Protein localization
	50
	0.000

	GO.0016071
	mRNA metabolic process
	28
	0.000

	GO.0030529
	Ribonucleoprotein complex
	28
	0.000

	GO.0006886
	Intracellular protein transport
	31
	0.000

	GO.0044085
	Cellular component biogenesis
	54
	0.000

	GO.0042470
	Melanosome
	12
	0.000

	GO.0051649
	Establishment of localization in cell
	50
	0.000

	GO.0072657
	Protein localization to membrane
	22
	0.000

	GO.0022627
	Cytosolic small ribosomal subunit
	8
	0.000

	GO.0072562
	Blood microparticle
	12
	0.000

	GO.0016032
	Viral process
	30
	0.000

	GO.0015031
	Protein transport
	40
	0.000

	GO.0005685
	U1 snRNP
	6
	0.000

	GO.0046907
	Intracellular transport
	41
	0.000

	GO.0044403
	Symbiosis, encompassing mutualism through parasitism
	31
	0.000

	GO.0006461
	Protein complex assembly
	34
	0.000

	GO.0022618
	Ribonucleoprotein complex assembly
	14
	0.000

	GO.1902582
	Single-organism intracellular transport
	37
	0.000

	GO.0005488
	Binding
	161
	0.000

	GO.0016023
	Cytoplasmic membrane-bounded vesicle
	33
	0.000

	GO.0044391
	Ribosomal subunit
	12
	0.000

	GO.0043232
	Intracellular non-membrane-bounded organelle
	73
	0.000

	GO.0045047
	Protein targeting to ER
	12
	0.000

	GO.0016482
	Cytoplasmic transport
	28
	0.000

	GO.0019083
	Viral transcription
	12
	0.000

	GO.0061024
	Membrane organization
	31
	0.000

	GO.0006612
	Protein targeting to membrane
	14
	0.000

	GO.0006376
	mRNA splice site selection
	7
	0.000

	GO.0000184
	Nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
	12
	0.000

	GO.0044445
	Cytosolic part
	13
	0.000

	GO.0005840
	Ribosome
	14
	0.000

	GO.0097525
	Spliceosomal snRNP complex
	7
	0.000

	GO.0043227
	Membrane-bounded organelle
	166
	0.000

	GO.0043233
	Organelle lumen
	80
	0.000

	GO.0019058
	Viral life cycle
	16
	0.000

	GO.0045202
	Synapse
	24
	0.000

	GO.0090150
	Establishment of protein localization to membrane
	16
	0.000

	GO.0006402
	mRNA catabolic process
	14
	0.000

	GO.0006614
	SRP-dependent cotranslational protein targeting to membrane
	11
	0.000

	GO.0036477
	Somatodendritic compartment
	23
	0.000

	GO.0003729
	mRNA binding
	12
	0.000

	GO.0031974
	Membrane-enclosed lumen
	79
	0.000

	GO.0000245
	Spliceosomal complex assembly
	8
	0.000

	GO.0048666
	Neuron development
	28
	0.000

	GO.0046129
	Purine ribonucleoside biosynthetic process
	10
	0.000

	GO.0048522
	Positive regulation of cellular process
	81
	0.000

	GO.0000956
	Nuclear-transcribed mRNA catabolic process
	13
	0.000

	GO.0043226
	Organelle
	169
	0.000

	KEGG_3010
	Ribosome
	11
	0.000

	KEGG_3040
	Spliceosome
	11
	0.000

	KEGG_4022
	cGMP-PKG signaling pathway
	12
	0.000

	GO.0005737
	Cytoplasm
	147
	0.000

	GO.0048519
	Negative regulation of biological process
	79
	0.000

	GO.0070013
	Intracellular organelle lumen
	76
	0.000

	GO.1902580
	Single-organism cellular localization
	28
	0.000

	GO.1901566
	Organonitrogen compound biosynthetic process
	30
	0.000

	GO.0005634
	Nucleus
	110
	0.000

	GO.0022411
	Cellular component disassembly
	21
	0.000

	GO.0043241
	Protein complex disassembly
	14
	0.000

	GO.0033043
	Regulation of organelle organization
	32
	0.000

	GO.0043231
	Intracellular membrane-bounded organelle
	149
	0.000

	GO.0072594
	Establishment of protein localization to organelle
	17
	0.000

	GO.0043624
	Cellular protein complex disassembly
	13
	0.000

	GO.0043229
	Intracellular organelle
	157
	0.000

	GO.0031981
	Nuclear lumen
	65
	0.000

	GO.0044802
	Single-organism membrane organization
	24
	0.000

	GO.0044456
	Synapse part
	19
	0.000

	GO.0016192
	Vesicle-mediated transport
	32
	0.000

	GO.0006605
	Protein targeting
	18
	0.000

	GO.0032502
	Developmental process
	82
	0.000

	GO.0009153
	Purine deoxyribonucleotide biosynthetic process
	3
	0.000

	GO.0048518
	Positive regulation of biological process
	86
	0.000

	GO.0002757
	Immune response-activating signal transduction
	17
	0.000

	GO.0010035
	Response to inorganic substance
	18
	0.000

	GO.0050794
	Regulation of cellular process
	132
	0.000

	GO.1901361
	Organic cyclic compound catabolic process
	18
	0.000

	GO.0007264
	Small GTPase mediated signal transduction
	23
	0.000

	GO.0034655
	Nucleobase-containing compound catabolic process
	16
	0.000

	GO.0044767
	Single-organism developmental process
	81
	0.000

	GO.0006414
	Translational elongation
	12
	0.000

	GO.0019439
	Aromatic compound catabolic process
	17
	0.000

	GO.0006413
	Translational initiation
	13
	0.000

	GO.0033365
	Protein localization to organelle
	20
	0.000

	GO.0044281
	Small molecule metabolic process
	47
	0.000

	GO.0002429
	Immune response-activating cell surface receptor signaling pathway
	14
	0.001

	GO.0010646
	Regulation of cell communication
	57
	0.001

	GO.0065008
	Regulation of biological quality
	59
	0.001

	GO.0031344
	Regulation of cell projection organization
	18
	0.001

	GO.0006996
	Organelle organization
	57
	0.001

	GO.0065007
	Biological regulation
	138
	0.001

	GO.0003676
	Nucleic acid binding
	73
	0.001

	GO.0005198
	Structural molecule activity
	22
	0.001

	GO.0000387
	Spliceosomal snRNP assembly
	6
	0.001

	GO.0006091
	Generation of precursor metabolites and energy
	17
	0.001

	GO.0032271
	Regulation of protein polymerization
	10
	0.001

	GO.0048523
	Negative regulation of cellular process
	71
	0.001

	GO.0030182
	Neuron differentiation
	28
	0.001

	GO.0048731
	System development
	66
	0.001

	GO.0098805
	Whole membrane
	41
	0.001

	GO.0010941
	Regulation of cell death
	36
	0.001

	GO.0005215
	Transporter activity
	32
	0.001

	GO.0031175
	Neuron projection development
	22
	0.001

	GO.0048856
	Anatomical structure development
	73
	0.001

	GO.0031124
	mRNA 3 -end processing
	7
	0.001

	GO.0008105
	Asymmetric protein localization
	5
	0.001

	GO.0006415
	Translational termination
	11
	0.001

	KEGG_5016
	Huntington s disease
	11
	0.001

	GO.0034715
	PICLN-SM protein complex
	3
	0.001

	GO.0005739
	Mitochondrion
	37
	0.001

	GO.0030036
	Actin cytoskeleton organization
	16
	0.001

	GO.0050789
	Regulation of biological process
	133
	0.001

	GO.0006883
	Cellular sodium ion homeostasis
	4
	0.001

	GO.0044433
	Cytoplasmic vesicle part
	18
	0.001

	GO.0007399
	Nervous system development
	43
	0.001

	GO.0044428
	Nuclear part
	66
	0.001

	GO.0098796
	Membrane protein complex
	25
	0.002

	GO.0005683
	U7 snRNP
	3
	0.002

	GO.0022008
	Neurogenesis
	34
	0.002

	GO.0046128
	Purine ribonucleoside metabolic process
	13
	0.002

	GO.0048812
	Neuron projection morphogenesis
	19
	0.002

	GO.0022613
	Ribonucleoprotein complex biogenesis
	14
	0.002

	GO.0098590
	Plasma membrane region
	24
	0.002

	GO.0030030
	Cell projection organization
	27
	0.002

	GO.0009605
	Response to external stimulus
	41
	0.002

	GO.0006897
	Endocytosis
	18
	0.002

	GO.1903361
	Protein localization to basolateral plasma membrane
	3
	0.002

	GO.0031346
	Positive regulation of cell projection organization
	13
	0.002

	GO.0051259
	Protein oligomerization
	16
	0.002

	GO.0006397
	mRNA processing
	16
	0.002

	GO.0043603
	Cellular amide metabolic process
	20
	0.002

	GO.0043043
	Peptide biosynthetic process
	15
	0.002

	GO.0006164
	Purine nucleotide biosynthetic process
	9
	0.002

	GO.0008064
	Regulation of actin polymerization or depolymerization
	9
	0.002

	GO.0061564
	Axon development
	18
	0.002

	GO.0007015
	Actin filament organization
	10
	0.002

	GO.1901657
	Glycosyl compound metabolic process
	14
	0.002

	GO.0044265
	Cellular macromolecule catabolic process
	23
	0.002

	GO.0048584
	Positive regulation of response to stimulus
	41
	0.002

	GO.0005687
	U4 snRNP
	3
	0.002

	GO.0006950
	Response to stress
	62
	0.002

	GO.0009165
	Nucleotide biosynthetic process
	11
	0.002

	GO.0010638
	Positive regulation of organelle organization
	20
	0.003

	GO.0048699
	Generation of neurons
	32
	0.003

	GO.0009145
	Purine nucleoside triphosphate biosynthetic process
	6
	0.003

	GO.0015980
	Energy derivation by oxidation of organic compounds
	14
	0.003

	GO.0097159
	Organic cyclic compound binding
	94
	0.003

	GO.0051130
	Positive regulation of cellular component organization
	29
	0.003

	GO.0043604
	Amide biosynthetic process
	16
	0.003

	GO.0002768
	Immune response-regulating cell surface receptor signaling pathway
	15
	0.003

	GO.0051128
	Regulation of cellular component organization
	44
	0.003

	GO.1901564
	Organonitrogen compound metabolic process
	36
	0.003

	GO.0048667
	Cell morphogenesis involved in neuron differentiation
	18
	0.003

	GO.0005730
	Nucleolus
	23
	0.003

	GO.0030904
	Retromer complex
	3
	0.003

	GO.0043254
	Regulation of protein complex assembly
	13
	0.004

	GO.0060627
	Regulation of vesicle-mediated transport
	15
	0.004

	GO.0030027
	Lamellipodium
	9
	0.004

	GO.0030425
	Dendrite
	15
	0.004

	GO.0006412
	Translation
	14
	0.004

	GO.0043623
	Cellular protein complex assembly
	13
	0.004

	GO.0090066
	Regulation of anatomical structure size
	14
	0.004

	GO.0044087
	Regulation of cellular component biogenesis
	20
	0.004

	GO.0007409
	Axonogenesis
	17
	0.004

	GO.0000398
	mRNA splicing, via spliceosome
	11
	0.004

	GO.0030833
	Regulation of actin filament polymerization
	8
	0.004

	GO.0009628
	Response to abiotic stimulus
	28
	0.004

	GO.0098589
	Membrane region
	26
	0.004

	GO.0006836
	Neurotransmitter transport
	9
	0.004

	GO.0000902
	Cell morphogenesis
	25
	0.005

	GO.0015949
	Nucleobase-containing small molecule interconversion
	4
	0.005

	GO.0006518
	Peptide metabolic process
	16
	0.005

	GO.0009116
	Nucleoside metabolic process
	13
	0.005

	GO.0045199
	Maintenance of epithelial cell apical/basal polarity
	3
	0.005

	GO.0034709
	Methylosome
	3
	0.005

	GO.0000904
	Cell morphogenesis involved in differentiation
	20
	0.005

	GO.0023051
	Regulation of signaling
	51
	0.005

	GO.1901575
	Organic substance catabolic process
	34
	0.005

	GO.0007275
	Multicellular organismal development
	69
	0.005

	GO.1901363
	Heterocyclic compound binding
	92
	0.005

	GO.0009892
	Negative regulation of metabolic process
	48
	0.005

	GO.0048583
	Regulation of response to stimulus
	59
	0.006

	GO.0051049
	Regulation of transport
	37
	0.006

	GO.0015629
	Actin cytoskeleton
	14
	0.006

	GO.0009144
	Purine nucleoside triphosphate metabolic process
	10
	0.006

	GO.0044430
	Cytoskeletal part
	30
	0.006

	GO.0044463
	Cell projection part
	22
	0.006

	GO.0044877
	Macromolecular complex binding
	29
	0.006

	GO.0032535
	Regulation of cellular component size
	12
	0.006

	GO.0048468
	Cell development
	35
	0.007

	GO.0051495
	Positive regulation of cytoskeleton organization
	9
	0.007

	GO.0009168
	Purine ribonucleoside monophosphate biosynthetic process
	6
	0.007

	GO.0009057
	Macromolecule catabolic process
	24
	0.007

	KEGG_5211
	Renal cell carcinoma
	6
	0.007

	GO.0003735
	Structural constituent of ribosome
	9
	0.007

	GO.0048013
	Ephrin receptor signaling pathway
	7
	0.007

	GO.0034641
	Cellular nitrogen compound metabolic process
	82
	0.008

	GO.0005856
	Cytoskeleton
	38
	0.008

	KEGG_230
	Purine metabolism
	9
	0.008

	KEGG_4260
	Cardiac muscle contraction
	6
	0.008

	KEGG_4810
	Regulation of actin cytoskeleton
	10
	0.008

	KEGG_4961
	Endocrine and other factor-regulated calcium reabsorption
	5
	0.008

	KEGG_5012
	Parkinson s disease
	8
	0.008

	KEGG_5100
	Bacterial invasion of epithelial cells
	6
	0.008

	GO.0048858
	Cell projection morphogenesis
	21
	0.008

	GO.0005885
	Arp2/3 protein complex
	3
	0.008

	GO.0006417
	Regulation of translation
	12
	0.008

	GO.1901028
	Regulation of mitochondrial outer membrane permeabilization involved in apoptotic signaling pathway
	5
	0.008

	GO.0048471
	Perinuclear region of cytoplasm
	18
	0.008

	GO.0009142
	Nucleoside triphosphate biosynthetic process
	6
	0.009

	GO.0033119
	Negative regulation of RNA splicing
	4
	0.009

	GO.0044248
	Cellular catabolic process
	32
	0.009

	GO.0009066
	Aspartate family amino acid metabolic process
	5
	0.009

	GO.1901293
	Nucleoside phosphate biosynthetic process
	10
	0.009

	GO.0007010
	Cytoskeleton organization
	22
	0.009

	GO.0001740
	Barr body
	2
	0.009

	GO.0005769
	Early endosome
	11
	0.009

	GO.0071436
	Sodium ion export
	3
	0.009

	GO.0009611
	Response to wounding
	21
	0.009

	GO.0005839
	Proteasome core complex
	3
	0.010

	GO.0060341
	Regulation of cellular localization
	28
	0.010

	GO.0009183
	Purine deoxyribonucleoside diphosphate biosynthetic process
	2
	0.010

	GO.0010942
	Positive regulation of cell death
	18
	0.010

	GO.0051704
	Multi-organism process
	43
	0.010

	GO.0043067
	Regulation of programmed cell death
	31
	0.010

	GO.2001233
	Regulation of apoptotic signaling pathway
	14
	0.010

	GO.0008380
	RNA splicing
	13
	0.010

	GO.0051493
	Regulation of cytoskeleton organization
	14
	0.010

	GO.0006369
	Termination of RNA polymerase II transcription
	5
	0.012

	GO.0008334
	Histone mRNA metabolic process
	4
	0.012

	GO.0021762
	Substantia nigra development
	5
	0.012

	GO.0010608
	Posttranscriptional regulation of gene expression
	13
	0.012

	GO.0009150
	Purine ribonucleotide metabolic process
	12
	0.012

	KEGG_3013
	RNA transport
	8
	0.012

	GO.0032956
	Regulation of actin cytoskeleton organization
	11
	0.012

	GO.0008021
	Synaptic vesicle
	7
	0.013

	GO.0009056
	Catabolic process
	36
	0.013

	GO.0005911
	Cell-cell junction
	12
	0.014

	GO.0060548
	Negative regulation of cell death
	23
	0.014

	GO.0016323
	Basolateral plasma membrane
	9
	0.015

	GO.0098794
	Postsynapse
	12
	0.015

	GO.0000302
	Response to reactive oxygen species
	9
	0.015

	GO.0033554
	Cellular response to stress
	34
	0.015

	GO.0032970
	Regulation of actin filament-based process
	12
	0.015

	GO.0044237
	Cellular metabolic process
	116
	0.015

	GO.0016197
	Endosomal transport
	10
	0.015

	GO.0032268
	Regulation of cellular protein metabolic process
	43
	0.015

	GO.0032273
	Positive regulation of protein polymerization
	6
	0.016

	GO.0038096
	Fc-gamma receptor signaling pathway involved in phagocytosis
	6
	0.016

	GO.0071168
	Protein localization to chromatin
	3
	0.016

	GO.0051246
	Regulation of protein metabolic process
	45
	0.016

	GO.0009205
	Purine ribonucleoside triphosphate metabolic process
	9
	0.017

	GO.0010647
	Positive regulation of cell communication
	33
	0.017

	GO.0045616
	Regulation of keratinocyte differentiation
	4
	0.017

	GO.0046939
	Nucleotide phosphorylation
	6
	0.017

	GO.0031838
	Haptoglobin-hemoglobin complex
	2
	0.017

	GO.0009206
	Purine ribonucleoside triphosphate biosynthetic process
	5
	0.017

	GO.0042981
	Regulation of apoptotic process
	30
	0.017

	GO.0044297
	Cell body
	14
	0.017

	GO.0007154
	Cell communication
	78
	0.018

	GO.0005768
	Endosome
	19
	0.018

	GO.0043025
	Neuronal cell body
	13
	0.018

	GO.0032403
	Protein complex binding
	18
	0.019

	GO.0009132
	Nucleoside diphosphate metabolic process
	6
	0.019

	GO.0019430
	Removal of superoxide radicals
	3
	0.019

	GO.1903543
	Positive regulation of exosomal secretion
	3
	0.019

	GO.0034719
	SMN-SM protein complex
	3
	0.019

	GO.0038093
	FC receptor signaling pathway
	10
	0.019

	GO.0044459
	Plasma membrane part
	42
	0.019

	GO.1901700
	Response to oxygen-containing compound
	29
	0.019

	GO.0048010
	Vascular endothelial growth factor receptor signaling pathway
	7
	0.020

	GO.0009126
	Purine nucleoside monophosphate metabolic process
	9
	0.020

	GO.0005874
	Microtubule
	12
	0.020

	GO.0007265
	Ras protein signal transduction
	10
	0.021

	GO.0071944
	Cell periphery
	72
	0.021

	KEGG_4720
	Long-term potentiation
	5
	0.022

	GO.0030901
	Midbrain development
	6
	0.022

	GO.0009986
	Cell surface
	18
	0.022

	GO.0060491
	Regulation of cell projection assembly
	7
	0.022

	GO.0015853
	Adenine transport
	2
	0.023

	GO.0044707
	Single-multicellular organism process
	82
	0.023

	GO.1901837
	Negative regulation of transcription of nuclear large rRNA transcript from RNA polymerase I promoter
	2
	0.023

	GO.0044700
	Single organism signaling
	76
	0.023

	GO.0006221
	Pyrimidine nucleotide biosynthetic process
	4
	0.023

	GO.0019433
	Triglyceride catabolic process
	4
	0.023

	GO.0043086
	Negative regulation of catalytic activity
	21
	0.023

	GO.0045618
	Positive regulation of keratinocyte differentiation
	3
	0.023

	GO.0007420
	Brain development
	18
	0.023

	GO.0035556
	Intracellular signal transduction
	36
	0.024

	GO.0017157
	Regulation of exocytosis
	8
	0.025

	GO.0097025
	MPP7-DLG1-LIN7 complex
	2
	0.025

	GO.0098793
	Presynapse
	7
	0.025

	GO.0002758
	Innate immune response-activating signal transduction
	10
	0.025

	GO.0008092
	Cytoskeletal protein binding
	17
	0.026

	KEGG_4976
	Bile secretion
	5
	0.027

	KEGG_5034
	Alcoholism
	7
	0.027

	GO.0010821
	Regulation of mitochondrion organization
	12
	0.027

	GO.0032879
	Regulation of localization
	42
	0.027

	GO.0015992
	Proton transport
	7
	0.027

	GO.0015701
	Bicarbonate transport
	4
	0.028

	GO.0034502
	Protein localization to chromosome
	4
	0.028

	GO.0006403
	RNA localization
	8
	0.030

	GO.0043065
	Positive regulation of apoptotic process
	16
	0.030

	GO.0002223
	Stimulatory C-type lectin receptor signaling pathway
	7
	0.030

	GO.0051094
	Positive regulation of developmental process
	25
	0.030

	GO.0005654
	Nucleoplasm
	49
	0.030

	GO.0006979
	Response to oxidative stress
	12
	0.030

	GO.0007411
	Axon guidance
	13
	0.030

	GO.1902600
	Hydrogen ion transmembrane transport
	6
	0.031

	GO.0010976
	Positive regulation of neuron projection development
	9
	0.032

	GO.0019882
	Antigen processing and presentation
	9
	0.032

	GO.0008289
	Lipid binding
	19
	0.032

	GO.0010644
	Cell communication by electrical coupling
	3
	0.033

	GO.0050878
	Regulation of body fluid levels
	18
	0.033

	GO.0071451
	Cellular response to superoxide
	3
	0.033

	GO.0006165
	Nucleoside diphosphate phosphorylation
	5
	0.033

	GO.0034614
	Cellular response to reactive oxygen species
	6
	0.033

	GO.0005681
	Spliceosomal complex
	7
	0.034

	GO.0005770
	Late endosome
	8
	0.034

	GO.0005886
	Plasma membrane
	70
	0.034

	GO.0031252
	Cell leading edge
	11
	0.034

	GO.0045277
	Respiratory chain complex IV
	2
	0.034

	GO.0070688
	MLL5-L complex
	2
	0.034

	GO.0072357
	PTW/PP1 phosphatase complex
	2
	0.034

	GO.0098602
	Single organism cell adhesion
	14
	0.034

	GO.0034708
	Methyltransferase complex
	5
	0.034

	GO.0044424
	Intracellular part
	160
	0.034

	GO.0034599
	Cellular response to oxidative stress
	8
	0.035

	GO.0055114
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