GO biological processes

G0:2000344~positive regulation of acrosome reaction

F|g S1 G0:1990481~mRNA pseudouridine synthesis
' G0:1902975~mitotic DNA replication initiation
A G0:1901642~nucleoside transmembrane transport
( ) G0:1900029~positive regulation of ruffle assembly

G0:0098962~regulation of postsynaptic neurotransmitter receptor activity
G0:0072378~blood coagulation, fibrin clot formation
GO0:0071897~DNA biosynthetic process

GO0:0071391~cellular response to estrogen stimulus
GO0:0071356~cellular response to tumor necrosis factor
GO0:0071347~cellular response to interleukin—1

G0:0071346~cellular response to interferon-gamma
G0:0071333~cellular response to glucose stimulus
G0:0071028~nuclear mRNA surveillance

G0:0070979~protein K11-linked ubiquitination
GO0:0070374~positive regulation of ERK1 and ERK2 cascade
GO:0070328~triglyceride homeostasis
G0:0070098~chemokine—-mediated signaling pathway
G0:0061025~membrane fusion

GO0:0060975~cardioblast migration to the midline involved in heart field formation
G0:0060048~cardiac muscle contraction

G0:0060041~retina development in camera-type eye
G0:0055088~lipid homeostasis

G0:0051321~meiotic cell cycle

G0:0051301~cell division

G0:0051258~protein polymerization

GO0:0051225~spindle assembly

G0:0050803~regulation of synapse structure or activity
G0:0048251~elastic fiber assembly

G0:0048247~lymphocyte chemotaxis

G0:0045786~negative regulation of cell cycle

G0:0044772~mitotic cell cycle phase transition
G0:0044528~regulation of mitochondrial mRNA stability
G0:0043966~histone H3 acetylation

G0:0043171~peptide catabolic process

G0:0043011~myeloid dendritic cell differentiation
GO0:0042953~lipoprotein transport

G0:0042759~long-chain fatty acid biosynthetic process
G0:0042738~exogenous drug catabolic process
G0:0042632~cholesterol homeostasis

G0:0042593~glucose homeostasis

GO0:0042412~taurine biosynthetic process

G0:0042254~ribosome biogenesis

G0:0042246~tissue regeneration

GO0:0042157~lipoprotein metabolic process

G0:0042148~strand invasion

GO0:0036297~interstrand cross—link repair

G0:0035803~egg coat formation

G0:0034612~response to tumor necrosis factor

G0:0034587~piRNA metabolic process

G0:0034501~protein localization to kinetochore

G0:0034475~U4 snRNA 3'-end processing
G0:0034427~nuclear—transcribed mRNA catabolic process, exonucleolytic, 3'-5
G0:0033314~mitotic DNA replication checkpoint
G0:0032786~positive regulation of DNA-templated transcription, elongation
G0:0032543~mitochondrial translation

G0:0032508~DNA duplex unwinding

G0:0032496~response to lipopolysaccharide
G0:0032465~regulation of cytokinesis

G0:0032355~response to estradiol
G0:0031145~anaphase—promoting complex—dependent catabolic process
G0:0031047~gene silencing by RNA

G0:0030593~neutrophil chemotaxis

G0:0030488~tRNA methylation

GO0:0030071~regulation of mitotic metaphase/anaphase transition
G0:0019882~antigen processing and presentation
G0:0019835~cytolysis

G0:0019563~glycerol catabolic process

G0:0019557~histidine catabolic process to glutamate and formate
G0:0019556~histidine catabolic process to glutamate and formamide
G0:0019221~cytokine—mediated signaling pathway
G0:0016075~rRNA catabolic process

G0:0010951~negative regulation of endopeptidase activity
GO0:0010165~response to X-ray

G0:0009411~response to UV

G0:0009058~biosynthetic process

G0:0008156~negative regulation of DNA replication
G0O:0008033~tRNA processing

GO0:0007601~visual perception

G0:0007339~binding of sperm to zona pellucida
G0:0007283~spermatogenesis

G0:0007281~germ cell development

G0:0007186~G—protein coupled receptor signaling pathway
GO0:0007131~reciprocal meiotic recombination
GO0:0007098~centrosome cycle

G0:0007095~mitotic G2 DNA damage checkpoint
G0:0007094~mitotic spindle assembly checkpoint
G0:0007059~chromosome segregation

G0:0007049~cell cycle

G0:0007020~microtubule nucleation

GO0:0006979~response to oxidative stress

G0:0006957~complement activation, alternative pathway
G0:0006956~complement activation

G0:0006954~inflammatory response

G0:0006952~defense response

GO0:0006937~regulation of muscle contraction

G0:0006936~muscle contraction

G0:0006865~amino acid transport

G0:0006814~sodium ion transport

G0:0006805~xenobiotic metabolic process

G0:0006751~glutathione catabolic process

GO0:0006699~hile acid biosynthetic process
GO0:0006636~unsaturated fatty acid biosynthetic process
G0:0006629~lipid metabolic process

G0:0006508~proteolysis

G0:0006490~oligosaccharide-lipid intermediate biosynthetic process
G0:0006417~regulation of translation

G0:0006400~tRNA modification

GO0:0006396~RNA processing

G0:0006367~transcription initiation from RNA polymerase Il promoter
G0:0006364~rRNA processing

G0:0006312~mitotic recombination

G0:0006310~DNA recombination

G0:0006303~double-strand break repair via nonhomologous end joining
G0:0006302~double-strand break repair

GO0:0006298~mismatch repair

G0:0006281~DNA repair

G0:0006271~DNA strand elongation involved in DNA replication
GO0:0006270~DNA replication initiation

G0:0006268~DNA unwinding involved in DNA replication
GO0:0006267~pre-replicative complex assembly involved in nuclear cell cycle DNA replication
G0:0006261~DNA-dependent DNA replication

G0:0006260~DNA replication

G0:0006189~'de novo' IMP biosynthetic process
G0:0006082~organic acid metabolic process

G0:0006032~chitin catabolic process

G0:0005975~carbohydrate metabolic process

G0:0003323~type B pancreatic cell development
G0:0003009~skeletal muscle contraction

G0:0002548~monocyte chemotaxis

G0:0002088~lens development in camera—type eye
G0:0001889~liver development

G0:0001867~complement activation, lectin pathway
G0:0001510~RNA methylation

GO0:0000730~DNA recombinase assembly
G0:0000727~double-strand break repair via break—induced replication
G0:0000724~double-strand break repair via homologous recombination
G0:0000712~resolution of meiotic recombination intermediates
G0:0000492~box C/D snoRNP assembly

G0:0000463~maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
G0:0000462~maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
G0:0000278~mitotic cell cycle

G0:0000266~mitochondrial fission

G0:0000079~regulation of cyclin—dependent protein serine/threonine kinase activity
G0:0000070~mitotic sister chromatid segregation
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GO biological processes

F|g S1 G0:0099572~postsynaptic specialization °
(B) G0:0097550~transcriptional preinitiation complex | °
G0:0097255~R2TP complex °
G0:0072686~mitotic spindle + ®
G0:0070847~core mediator complex ®
G0:0070652~HAUS complex r ®
G0:0048476~Holliday junction resolvase complex r °
G0:0043231~intracellular membrane—bounded organelle + ]
GO0:0043186~P granule ®
G0:0043025~neuronal cell body [ °
G0:0042645~mitochondrial nucleoid [ L
G0:0042613~MHC class Il protein complex r °
G0:0042555~MCM complex | ®
G0:0034364~high—density lipoprotein particle | °
G0:0033588~Elongator holoenzyme complex r °
G0:0032040~small-subunit processome ®
G0:0032039~integrator complex r L]
G0:0031966~mitochondrial membrane °
G0:0031616~spindle pole centrosome °
GO0:0031012~extracellular matrix °®
G0:0030914~STAGA complex °
GO0:0030687~preribosome, large subunit precursor °
G0:0016592~mediator complex ° _|093i(5)(FDR)
G0:0016021~integral component of membrane . ) .
G0:0009897~external side of plasma membrane ) 10
G0:0005886~plasma membrane ® @ 5
G0:0005882~intermediate filament °
G0:0005876~spindle microtubule ° Number
G0:0005861~troponin complex | e of genes
@ 100
G0:0005813~centrosome ® . 200
G0:0005777~peroxisome F . @ :00
G0:0005762~mitochondrial large ribosomal subunit | °®
G0:0005739~mitochondrion o
G0:0005730~nucleolus O
G0:0005680~anaphase—promoting complex °
G0:0005664~nuclear origin of replication recognition complex [ °
G0:0005663~DNA replication factor C complex °
G0:0005655~nucleolar ribonuclease P complex r °
G0:0005634~nucleus | ®
G0:0005615~extracellular space | @ ® @
G0:0005579~membrane attack complex °
G0:0005577~fibrinogen complex [ °
GO0:0005576~extracellular region O
G0:0000940~condensed chromosome outer kinetochore | °
G0:0000922~spindle pole )
G0:0000811~GINS complex [ °
G0:0000801~central element [ °
G0:0000795~synaptonemal complex F °
G0:0000781~chromosome, telomeric region r °
G0:0000776~kinetochore °
G0:0000307~cyclin—dependent protein kinase holoenzyme complex r L
G0:0000177~cytoplasmic exosome (RNase complex) r °
GO0:0000176~nuclear exosome (RNase complex) r °
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GO biological processes

. G0:0097367~carbohydrate derivative binding @
Flg . S1 GO:0071949~FAD binding |
GO0:0070006~metalloaminopeptidase activity - @
G0:0048020~CCR chemokine receptor binding r ° L]
GO0:0047834~D-threo—aldose 1-dehydrogenase activity + @
G0:0047787~deltad—3—-oxosteroid Sbeta-reductase activity
GO0:0045735~nutrient reservoir activity °
G0:0042626~ATPase activity, coupled to transmembrane movement of substances | @
GO0:0036374~glutathione hydrolase activity - @
G0:0035804~structural constituent of egg coat | ®
GO0:0035591~signaling adaptor activity - @
G0:0035312~5'-3' exodeoxyribonuclease activity °
G0:0032190~acrosin binding
G0:0031072~heat shock protein binding |
GO0:0030170~pyridoxal phosphate binding - @
G0:0030169~low—density lipoprotein particle binding
G0:0022857~transmembrane transporter activity - @

G0:0020037~heme binding - @ ()
G0:0019911~structural constituent of myelin sheath °

G0:0019843~rRNA binding | °®
G0:0017150~tRNA dihydrouridine synthase activity °

G0:0016831~carboxy-lyase activity - @

G0:0016787~hydrolase activity - o
G0:0016712~oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen r @
GO0:0016705~o0xidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen @

G0:0016538~cyclin—dependent protein serine/threonine kinase regulator activity r (]

G0:0015020~glucuronosyltransferase activity @

G0:0009982~pseudouridine synthase activity ®
GO:0009019~tRNA (guanine-N1-)-methyltransferase activity r ° Number
G0:0008422~beta—glucosidase activity @ of genes
G0:0008408~3'-5' exonuclease activity | ° @® 30
GO0:0008395~steroid hydroxylase activity | ® @ oo
G0:0008194~UDP-glycosyltransferase activity F @ @
G0:0008094~DNA-dependent ATPase activity ° @ o
G0:0008061~chitin binding | @
G0:0008017~microtubule binding @ ~log10(FDR)
G0:0008009~chemokine activity e
GO:0005524~ATP binding F o 12
G0:0005509~calcium ion binding () 8

G0:0005506~iron ion binding | @

G0:0005504~fatty acid binding @
G0:0005415~nucleoside:sodium symporter activity e
G0:0005412~glucose:sodium symporter activity @
G0:0005262~calcium channel activity +
GO0:0005212~structural constituent of eye lens ® e
G0:0005044~scavenger receptor activity
G0:0004869~cysteine—type endopeptidase inhibitor activity r
G0:0004867~serine—type endopeptidase inhibitor activity [
G0:0004866~endopeptidase inhibitor activity

G0:0004806~triglyceride lipase activity

G0:0004622~lysophospholipase activity r

G0:0004601~peroxidase activity )
G0:0004568~chitinase activity @
G0:0004497~monooxygenase activity @
G0:0004252~serine—type endopeptidase activity - @
G0:0004181~metallocarboxypeptidase activity @
G0:0004032~alditol:NADP+ 1-oxidoreductase activity @

G0:0003955~NAD(P)H dehydrogenase (quinone) activity °
G0:0003824~catalytic activity - @
G0:0003774~motor activity °
GO0:0003724~RNA helicase activity |
G0:0003723~RNA binding

G0:0003697~single—stranded DNA binding
G0:0003688~DNA replication origin binding
G0:0003682~chromatin binding
GO0:0003678~DNA helicase activity |
G0:0003677~DNA binding

G0:0000774~adenyl-nucleotide exchange factor activity

G0:0000048~peptidyltransferase activity - @




