GO Term

exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)

. . Arp2/3 complex—mediated actin nucleation

. positive regulation of proteasomal protein catabolic process
positive regulation of proteolysis involved in protein catabolic process
proteasomal ubiquitin—independent protein catabolic process

DNA unwinding involved in DNA replication

. . tRNA surveillance
nuclear—transcribed mRNA catabolic process, exonucleolytic, 3'-5'
nuclear polyadenylation—dependent tRNA catabolic process

o nuclear-transcribed mRNA catabolic process, exonucleolytic
pre-replicative complex assembly involved in nuclear cell cycle DNA replicafion
pre-replicative complex assembly involved in cell cxcle DNA replication
snRNA 3'-end processing

pre—replicative complex assembly

tRNA catabolic process

. rRNA 3'-end processing

regulation of protein catabolic process

snRNA processing

. nuclear ncRNA surveillance

nuclear polyadenylation—-dependent ncRNA catabolic process
polyadenylation—dependent ncRNA catabolic process

o proteasome assembly

double-strand break repair via break—induced replication

. ) ) A surveillance

retrograde vesicle-mediated transport, Golgi to endo%asmm reticulum
nuclear RNA surveillance

ncRNA catabolic process

. . . _cytoplasmic translation

positive regulation of protejin—containing complex assembly
ribosomal Ia{\?e subunit assembly

rRNA catabolic process

) _ ribosome assembly

ribosomal subunit export from nucleus

) o ribosome localization
proteasome-mediated ubiquitin-dependent protein catabolic process
. o ) ) maturation of 5.8S rRNA
maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA
regulation of protein—containing complex assembly

protein—containing complex localization

. o ) . establishment of organelle localization
maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S TRNA, LSU-rRNA)
ribosomal small subunit biogenesis

maturation of SSU-rRNA

.. non-membrane-bounded organelle assembly
modification—dependent macromolecule Catabolic process

. . proteasomal protein catabolic process

endoplasmic reticulum to Golgi vesicle—-mediated transport

ribosome biogenesis

. ) translation

o peptide biosynthetic process
modification—dependent protein catabolic process

organelle assembly

) rRNA processing

protein-RNA complex assembly

o Peptlde metabolic process

ubiquitin—dependent protein catabolic process

. amide biosynthetic process

ribonucleoprotein complex biogenesis

. _chromosome segregation

protein—RNA complex organization

rRNA metabolic process

o ) organelle localization

proteolysis involved in protein catabolic process

amide metabolic process

nucleocytoplasmic transport

_nuclear transport

. protein catabolic process

protein—containing complex assembly

mitotic cell cycle

macromolecule catabolic process

mitotic cell cycle process

ncRNA processing

cellular component biogenesis

ncRNA metabolic process

. . Proteolyss

cellular nitrogen compound biosynthetic process

cellular component assembly

A processing

) e ene expression

protein—containing complex organization

pratein metabolic process

RNA metabolic process

macromolecule biosynthetic process

nucleic acid metabolic process

. macromolecule metabolic process

cellular nitrogen compound metabolic process

cellular component organization or biogenesis

nitrogen compound metabolic process

~Small molecule metabolic process

phosphate-containing compound metabolic process

phosphorus metabolic process

o
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