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regulation of translational fidelity
ribosomal large subunit biogenesis and assembly
protein refolding
alcohol biosynthetic process
ribosomal small subunit biogenesis and assembly
translational elongation
monosaccharide biosynthetic process
hexose biosynthetic process
alcohol catabolic process
intracellular transport
response to protein stimulus
response to unfolded protein
nicotinamide metabolic process
pyruvate metabolic process
hexose catabolic process
monosaccharide catabolic process
ribosome assembly
translational initiation
pyridine nucleotide metabolic process
cellular localization
response to biotic stimulus
establishment of cellular localization
cellular carbohydrate catabolic process
carbohydrate catabolic process
translation
EMNA export from nucleus
glucose metabolic process
nuclear export
ribosome biogenesis and assembly
rRMA processing
ribonucleoprotein complex biogenesis and assembly
macromaolecule biosynthetic process
rRMA metabolic process
protein-RMA complex assembly
nuclear transport
nucleocytoplasmic transport
cellular biosynthetic process
biosynthetic process
establishment and/or maintenance of chromatin archi...
DMA packaging
response to chemical stimulus
protein folding
EMNA processing
macromolecule complex assembly
transcription from RMNA polymerase Il promoter
cellular protein metabolic process
cellular macromolecule metabolic process
protein metabolic process
nucleobase, nucleoside, nucleotide and nucleic acid m..
EMNA metabolic process
cellular component assembly
cell development
organelle organization and biogenesis
cellular component organization and biogenesis
macromolecule metabolic process
primary metabolic process
cellular metabolic process
biopolymer modification
biopolymer metabalic process
transport
establishment of localization
post-translational protein modification
M phase
protein modification
sporulation
M phase of meiotic cell cycle
meiotic cell cycle
meiosis
DMA-dependent DMA replication
organic acid transport
carboxylic acid transport
amine transport
vesicle-mediated transport
aming acid transport
carbohydrate transport

DMA replication
L thiamin and derivative metabolic process
| thiamin and derivative biosynthetic process
L disaccharide metabolic process
| thiamin metabolic process
L thiamin biosynthetic process

maltose metabolic process

Over/Under term representation in GO biological process between levels 3 to 9
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threanine endopeptidase activity [

snoRNA binding

structural constituent of ribosome
rRNA binding ]
unfolded protein binding |
translation initiation factor activity 0000 ]|
DMA-directed RMA polymerase activity © ]

translation factor activity, nucleic acid binding
EMA binding
nucleic acid binding

transferase activity

cysteine-type peptidase activity
nuclease activity

]
|
[
] protein binding
]
[ organic acid transporter activity
[ carboxylic acid transporter activity
|
[
[ hydrolase activity, acting on glycosyl bonds
[ amino acid transporter activity
[ amine transporter activity
[ carrier activity
| carbohydrate transporter activity
e Co:n004553
[ sugartransporter activity
[T sugar porter activity
[ polyamine transporter activity
Dl amino acid permease activity
N 0005279
N porter activity
Dl electrochemical potential-driven transporter activity
[ glucosidase activity
[ alpha-glucosidase activity
[ hexose transporter activity
[ monosaccharide transporter activity
[ glucose transporter activity
[l mannose transporter activity
[ fructose transporter activity
[l galactose transporter activity

exonuclease activity [
damaged DNA binding [0

Over/Under term representation in GO molecular function between levels 3 to 9
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multi-elF complex
proteasome regulatory particle, lid subcomplex (sens..
eukaryotic 485 initiation complex
eukaryotic 435 preinitiation complex
cytosolic part
proteasome core complex (sensu Eukaryota)
large ribosomal subunit
small ribosomal subunit
ribosome
cytosol
proteasome regulatory particle (sensu Eukaryota)
proteasome complex (sensu Eukaryota)
nuclear DMA-directed RMNA polymerase complex
EMA polymerase complex
DMA-directed RMA polymerase complex
ribonucleoprotein complex
chitin- and beta-glucan-containing cell wall
cell wall
external encapsulating structure
intracellular non-membrane-bound arganelle
non-membrane-bound organelle
arganelle lumen
nuclear part
intracellular organelle
cytoplasm
nucleus
intracellular organelle part
organelle part
cytoplasmic part
intracellular part
intracellular
intracellular membrane-bound arganelle
membrane-bound organelle
intrinzic to membrane
integral to membrang
membrane
membrane part
organelle membrane
endomembrane system
Colgi apparatus part
Colgi apparatus

Over/Under term representation in GO cellular component between levels 3to 9



