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GO:0000122 negative regulation of transcription from RNA polymerase II promoter

GO:0006342 chromatin silencing

GO:0005851 eukaryotic translation initiation factor 2B complex

GO:0046085 adenosine metabolic process

GO:0050684 regulation of mRNA processing

GO:0032258 CVT pathway

GO:0016410 N−acyltransferase activity

GO:0016853 isomerase activity

GO:0044459 plasma membrane part

GO:0030010 establishment of cell polarity

GO:0048279 vesicle fusion with endoplasmic reticulum

GO:0016868 intramolecular transferase activity, phosphotransferases

GO:0006488 dolichol−linked oligosaccharide biosynthetic process

GO:0000463 maturation of LSU−rRNA from tricistronic rRNA transcript (SSU−rRNA, 5.8S rRNA, LSU−rRNA)

GO:0005758 mitochondrial intermembrane space

GO:0006623 protein targeting to vacuole

GO:0000790 nuclear chromatin

GO:0016301 kinase activity

GO:0043244 regulation of protein complex disassembly

GO:0031935 regulation of chromatin silencing

GO:0000028 ribosomal small subunit assembly

GO:0031938 regulation of chromatin silencing at telomere

GO:0016485 protein processing

GO:0032269 negative regulation of cellular protein metabolic process

GO:0000741 karyogamy

GO:0003713 transcription coactivator activity

GO:0016765 transferase activity, transferring alkyl or aryl (other than methyl) groups

GO:0019207 kinase regulator activity

GO:0000785 chromatin

GO:0034399 nuclear periphery

GO:0000002 mitochondrial genome maintenance

GO:0003746 translation elongation factor activity

GO:0030433 ER−associated protein catabolic process

GO:0030892 mitotic cohesin complex

GO:0019209 kinase activator activity

GO:0006448 regulation of translational elongation

GO:0016616 oxidoreductase activity, acting on the CH−OH group of donors, NAD or NADP as acceptor

GO:0043001 Golgi to plasma membrane protein transport
GO:0016829 lyase activity
GO:0031965 nuclear membrane
GO:0070646 protein modification by small protein removal
GO:0006487 protein N−linked glycosylation
GO:0043021 ribonucleoprotein complex binding
GO:0019773 proteasome core complex, alpha−subunit complexGO:0030479 actin cortical patch
GO:0034243 regulation of transcription elongation from RNA polymerase II promoterGO:0042765 GPI−anchor transamidase complexGO:0030148 sphingolipid biosynthetic processGO:0016773 phosphotransferase activity, alcohol group as acceptorGO:0019898 extrinsic to membrane
GO:0043130 ubiquitin bindingGO:0000959 mitochondrial RNA metabolic processGO:0016866 intramolecular transferase activityGO:0006790 sulfur compound metabolic processGO:0003690 double−stranded DNA bindingGO:0006094 gluconeogenesisGO:0030515 snoRNA bindingGO:0019897 extrinsic to plasma membrane

GO:0007096 regulation of exit from mitosis
GO:0032545 CURI complexGO:0005789 endoplasmic reticulum membrane
GO:0022625 cytosolic large ribosomal subunit
GO:0006348 chromatin silencing at telomere
GO:0004402 histone acetyltransferase activity
GO:0016780 phosphotransferase activity, for other substituted phosphate groups

GO:0006655 phosphatidylglycerol biosynthetic process

GO:0034508 centromere complex assembly

GO:0007034 vacuolar transport
GO:0009308 amine metabolic process
GO:0006486 protein glycosylation
GO:0031428 box C/D snoRNP complex

GO:0031570 DNA integrity checkpoint

GO:0005686 U2 snRNPGO:0031369 translation initiation factor binding

GO:0045041 protein import into mitochondrial intermembrane space

GO:0032543 mitochondrial translation

GO:0006812 cation transport
GO:0019843 rRNA binding
GO:0046496 nicotinamide nucleotide metabolic process

GO:0008080 N−acetyltransferase activity

GO:0000932 cytoplasmic mRNA processing body

GO:0001098 basal transcription machinery binding

GO:0046349 amino sugar biosynthetic process

GO:0000796 condensin complex

GO:0031262 Ndc80 complex

GO:0070940 dephosphorylation of RNA polymerase II C−terminal domain

GO:0031518 CBF3 complex

GO:0031505 fungal−type cell wall organization

GO:0007031 peroxisome organization

GO:0003924 GTPase activity

GO:0051604 protein maturation

GO:0005798 Golgi−associated vesicle

GO:0006986 response to unfolded protein

GO:0010494 cytoplasmic stress granule

GO:0006999 nuclear pore organization

GO:0000307 cyclin−dependent protein kinase holoenzyme complex

GO:0001671 ATPase activator activity

GO:0001083 RNA polymerase II basal transcription factor binding transcription factor activity

GO:0016861 intramolecular oxidoreductase activity, interconverting aldoses and ketoses

GO:0004584 dolichyl−phosphate−mannose−glycolipid alpha−mannosyltransferase activity

GO:0008324 cation transmembrane transporter activity

GO:0008047 enzyme activator activity

GO:0030687 preribosome, large subunit precursor

GO:0032968 positive regulation of transcription elongation from RNA polymerase II promoter

GO:0009896 positive regulation of catabolic process

GO:0000902 cell morphogenesis

GO:0005876 spindle microtubule

GO:0005682 U5 snRNP

GO:0034085 establishment of sister chromatid cohesion

GO:0004659 prenyltransferase activity

GO:0001139 core RNA polymerase II recruiting transcription factor activity

GO:0044452 nucleolar part

GO:0022618 ribonucleoprotein complex assembly

GO:0004674 protein serine/threonine kinase activity

GO:0051052 regulation of DNA metabolic process

GO:0016236 macroautophagy

GO:0032507 maintenance of protein location in cell

GO:0044092 negative regulation of molecular function

GO:0005525 GTP binding

GO:0005881 cytoplasmic microtubule

GO:0060590 ATPase regulator activity

GO:0006407 rRNA export from nucleus

GO:0017025 TBP−class protein binding

GO:0005791 rough endoplasmic reticulum

GO:0043614 multi−eIF complex

GO:0005825 half bridge of spindle pole body

GO:0016874 ligase activity

GO:0016747 transferase activity, transferring acyl groups other than amino−acyl groups

GO:0070925 organelle assembly

GO:0006733 oxidoreduction coenzyme metabolic process

GO:0030674 protein binding, bridging

GO:0006312 mitotic recombination

GO:0032403 protein complex binding

GO:0070847 core mediator complex

GO:0017016 Ras GTPase binding

GO:0007008 outer mitochondrial membrane organization

GO:0000491 small nucleolar ribonucleoprotein complex assembly

GO:0030689 Noc complex

GO:0002181 cytoplasmic translation

GO:0031669 cellular response to nutrient levels

GO:0015935 small ribosomal subunit

GO:0000982 RNA polymerase II core promoter proximal region sequence−specific DNA binding transcription factor activity

GO:0006997 nucleus organization

GO:0042625 ATPase activity, coupled to transmembrane movement of ions

GO:0004871 signal transducer activity

GO:0003714 transcription corepressor activity

GO:0010528 regulation of transposition

GO:0003727 single−stranded RNA binding

GO:0000991 core RNA polymerase II binding transcription factor activity

GO:0006720 isoprenoid metabolic process

GO:0030127 COPII vesicle coat

GO:0005663 DNA replication factor C complex

GO:0006399 tRNA metabolic process

GO:0042578 phosphoric ester hydrolase activity

GO:0016407 acetyltransferase activity

GO:0009303 rRNA transcription

GO:0009295 nucleoid

GO:0006096 glycolysis

GO:0005685 U1 snRNP

GO:0005801 cis−Golgi network

GO:0010499 proteasomal ubiquitin−independent protein catabolic process

GO:0000056 ribosomal small subunit export from nucleus

GO:0006384 transcription initiation from RNA polymerase III promoter

GO:0005880 nuclear microtubule

GO:0010033 response to organic substance

GO:0015980 energy derivation by oxidation of organic compounds

GO:0005768 endosome

GO:0065009 regulation of molecular function

GO:0071103 DNA conformation change

GO:0010638 positive regulation of organelle organization

GO:0000030 mannosyltransferase activity

GO:0006470 protein dephosphorylation

GO:0030120 vesicle coat

GO:0045132 meiotic chromosome segregation

GO:0031597 cytosolic proteasome complex

GO:0000393 spliceosomal conformational changes to generate catalytic conformation

GO:0034708 methyltransferase complex

GO:0000921 septin ring assembly

GO:0006272 leading strand elongation

GO:0005832 chaperonin−containing T−complex

GO:0001173 DNA−dependent transcriptional start site selection

GO:0030970 retrograde protein transport, ER to cytosol

GO:0055114 oxidation−reduction process

GO:0009628 response to abiotic stimulus

GO:0060589 nucleoside−triphosphatase regulator activity

GO:0006897 endocytosis

GO:0030695 GTPase regulator activity

GO:0005543 phospholipid binding

GO:0009108 coenzyme biosynthetic process

GO:0000987 core promoter proximal region sequence−specific DNA binding

GO:0019899 enzyme binding

GO:0000978 RNA polymerase II core promoter proximal region sequence−specific DNA binding

GO:0009152 purine ribonucleotide biosynthetic process

GO:0034502 protein localization to chromosome

GO:0006891 intra−Golgi vesicle−mediated transport

GO:0090068 positive regulation of cell cycle process

GO:0007076 mitotic chromosome condensation

GO:0070193 synaptonemal complex organization

GO:0071014 post−mRNA release spliceosomal complex

GO:0042721 mitochondrial inner membrane protein insertion complex

GO:0048207 vesicle targeting, rough ER to cis−Golgi

GO:0009378 four−way junction helicase activity

GO:0032196 transposition

GO:0070011 peptidase activity, acting on L−amino acid peptides

GO:0042273 ribosomal large subunit biogenesis

GO:0009165 nucleotide biosynthetic process

GO:0032984 macromolecular complex disassembly

GO:0022627 cytosolic small ribosomal subunit

GO:0007131 reciprocal meiotic recombination

GO:0001085 RNA polymerase II transcription factor binding

GO:0060627 regulation of vesicle−mediated transport

GO:0006271 DNA strand elongation involved in DNA replication

GO:0070192 chromosome organization involved in meiosis

GO:0032886 regulation of microtubule−based process

GO:0005802 trans−Golgi network

GO:0006284 base−excision repair

GO:0005546 phosphatidylinositol−4,5−bisphosphate binding

GO:0001405 presequence translocase−associated import motor

GO:0030684 preribosome

GO:0005635 nuclear envelope

GO:0000794 condensed nuclear chromosome

GO:0050790 regulation of catalytic activity

GO:0033205 cell cycle cytokinesis

GO:0000139 Golgi m
em

brane

GO:0008094 DNA−dependent ATPase activity

GO:0035639 purine ribonucleoside triphosphate binding

GO:0051338 regulation of transferase activity

GO:0043085 positive regulation of catalytic activity

GO:0000086 G2/M
 transition of m

itotic cell cycle

GO:0008194 UDP−glycosyltransferase activity

GO:0051031 tRNA transport

GO:0006409 tRNA export from
 nucleus

GO:0005742 m
itochondrial outer m

em
brane translocase com

plex

GO:0070209 ASTRA com
plex

GO:0022414 reproductive process

GO:0010564 regulation of cell cycle process

GO:0044770 cell cycle phase transition

GO:0007127 m
eiosis I

GO:0035091 phosphatidylinositol binding

GO:0008135 translation factor activity, nucleic acid binding

GO:0045859 regulation of protein kinase activity

GO:0008186 RNA−dependent ATPase activity

GO:0051050 positive regulation of transport

GO:0005524 ATP binding

GO:0031145 anaphase−prom
oting com

plex−dependent proteasom
al ubiquitin−dependent protein catabolic process

GO:0048309 endoplasm
ic reticulum

 inheritance

GO:0042575 DNA polym
erase com

plex

GO:0034455 t−UTP com
plex

GO:0071554 cell wall organization or biogenesis

GO:0009451 RNA m
odification

GO
:0022413 reproductive process in single−celled organism

G
O

:0000988 protein binding transcription factor activity

G
O

:0090305 nucleic acid phosphodiester bond hydrolysis

G
O

:0048646 anatom
ical structure form

ation involved in m
orphogenesis

G
O

:0000981 sequence−specific DNA binding RNA polym
erase II transcription factor activity

G
O

:0072521 purine−containing com
pound m

etabolic process

G
O

:0003887 DNA−directed DNA polym
erase activity

G
O

:0010675 regulation of cellular carbohydrate m
etabolic process

G
O

:0006694 steroid biosynthetic process

G
O

:0007117 budding cell bud growth

G
O

:0004004 ATP−dependent RNA helicase activity

G
O

:0030472 m
itotic spindle organization in nucleus

G
O

:0006273 lagging strand elongation

G
O

:0046695 SLIK (SAG
A−like) com
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G
O

:0043140 ATP−dependent 3'−5' DNA helicase activity

G
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erase III transcription factor binding transcription factor activity
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ent of spindle m
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G
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G
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G
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:0051726 regulation of cell cycle

G
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etabolic process

G
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:0022804 active transm
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G
O
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G
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:0032879 regulation of localization

G
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brane fusion

G
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G
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G
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RNA 3'−end processing

G
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:0004175 endopeptidase activity

G
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:0060341 regulation of cellular localization

G
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erase binding transcription factor activity

G
O

:0034629 cellular protein com
plex localization

G
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itochondrial m
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G
O
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RNA polyadenylation

G
O

:0070592 cell wall polysaccharide biosynthetic process

G
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:0005665 DNA−directed RNA polym
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plex

G
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:0031081 nuclear pore distribution

G
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:0000992 polym
erase III regulatory region sequence−specific DNA binding

G
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:0070860 RNA polym
erase I core factor com

plex

G
O

:0048869 cellular developm
ental process

G
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:0004518 nuclease activity

G
O

:0006873 cellular ion hom
eostasis

G
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:0030036 actin cytoskeleton organization

G
O

:0031399 regulation of protein m
odification process

G
O

:0032200 telom
ere organization

G
O

:0006875 cellular m
etal ion hom

eostasis

G
O

:0044264 cellular polysaccharide m
etabolic process

G
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:0000778 condensed nuclear chrom
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G
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:0008026 ATP−dependent helicase activity

G
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al subunit export from
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G
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G
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G
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:0006696 ergosterol biosynthetic process

G
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:0006614 SR
P−dependent cotranslational protein targeting to m

em
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G
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:0005669 transcription factor TFIID
 com

plex

G
O

:0071007 U
2−type catalytic step 2 spliceosom

e

G
O

:0006468 protein phosphorylation

G
O

:0043161 proteasom
al ubiquitin−dependent protein catabolic process

G
O

:0016569 covalent chrom
atin m

odification

G
O

:0016758 transferase activity, transferring hexosyl groups

G
O

:0048284 organelle fusion

G
O

:0006289 nucleotide−excision repair

G
O

:0000082 G
1/S transition of m

itotic cell cycle

G
O

:0006109 regulation of carbohydrate m
etabolic process

G
O

:0006007 glucose catabolic process

G
O

:0031401 positive regulation of protein m
odification process

G
O

:0005484 SN
AP receptor activity

G
O

:0006607 N
LS−bearing substrate im

port into nucleus

G
O

:0012507 ER
 to G

olgi transport vesicle m
em

brane

G
O

:0005885 Arp2/3 protein com
plex

G
O

:0003700 sequence−specific D
N

A binding transcription factor activity

G
O

:0009117 nucleotide m
etabolic process

G
O

:0006732 coenzym
e m

etabolic process

G
O

:0005732 sm
all nucleolar ribonucleoprotein com

plex

G
O

:0018193 peptidyl−am
ino acid m

odification

G
O

:0003682 chrom
atin binding

G
O

:0016591 D
N

A−directed R
N

A polym
erase II, holoenzym

e

G
O

:0051130 positive regulation of cellular com
ponent organization

G
O

:0034504 protein localization to nucleus

G
O

:0005667 transcription factor com
plex

G
O

:0005200 structural constituent of cytoskeleton

G
O

:0051053 negative regulation of D
N

A m
etabolic process

G
O

:0031929 TO
R

 signaling cascade

G
O

:0032947 protein com
plex scaffold

G
O

:0016586 R
SC

 com
plex

G
O

:0005847 m
R

N
A cleavage and polyadenylation specificity factor com

plex

G
O

:0007080 m
itotic m

etaphase plate congression

G
O

:0001054 R
N

A polym
erase I activity

G
O

:0030003 cellular cation hom
eostasis

G
O

:0006417 regulation of translation

G
O

:0006368 transcription elongation from
 R

N
A polym

erase II prom
oter

G
O

:0005657 replication fork

G
O

:0043254 regulation of protein com
plex assem

bly

G
O

:0051493 regulation of cytoskeleton organization

G
O

:0006879 cellular iron ion hom
eostasis

G
O

:0000001 m
itochondrion inheritance

G
O

:0005849 m
R

N
A cleavage factor com

plex

G
O

:0001934 positive regulation of protein phosphorylation

G
O

:0070682 proteasom
e regulatory particle assem

bly

G
O

:0000214 tR
N

A−intron endonuclease com
plex

G
O

:0090407 organophosphate biosynthetic process

G
O

:0042274 ribosom
al sm

all subunit biogenesis

G
O

:0000075 cell cycle checkpoint

G
O

:0043168 anion binding

G
O

:0007114 cell budding

G
O

:0032535 regulation of cellular com
ponent size

G
O

:0051648 vesicle localization

G
O

:0005487 nucleocytoplasm
ic transporter activity

G
O

:0051495 positive regulation of cytoskeleton organization

G
O

:0000394 R
N

A splicing, via endonucleolytic cleavage and ligation

G
O

:0032204 regulation of telom
ere m

aintenance

G
O

:0006511 ubiquitin−dependent protein catabolic process

G
O

:0008610 lipid biosynthetic process

G
O

:0015931 nucleobase−containing com
pound transport

G
O

:0000398 m
R

N
A splicing, via spliceosom

e

G
O

:0000226 m
icrotubule cytoskeleton organization

G
O

:0030135 coated vesicle

G
O
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itotic sister chrom

atid segregation

G
O

:0008134 transcription factor binding

G
O

:0051170 nuclear im
port

G
O

:0008565 protein transporter activity

G
O

:0030662 coated vesicle m
em

brane

G
O

:0005666 D
N

A−directed R
N

A polym
erase III com

plex

G
O

:0017112 R
ab guanyl−nucleotide exchange factor activity

G
O

:0030838 positive regulation of actin filam
ent polym

erization

G
O

:0031932 TO
R

C
2 com

plex

G
O

:0034655 nucleobase−containing com
pound catabolic process

G
O

:0048583 regulation of response to stim
ulus

G
O

:0065004 protein−D
N

A com
plex assem

bly

G
O

:0006405 R
N

A export from
 nucleus

G
O

:0051325 interphase
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O
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A from

 tricistronic rR
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olgi transport vesicle

G
O
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