A G0:0070085: glycosylation
G0:0046034: ATP metabolic process

G0:0042254: ribosome biogenesis

G0:0031334: positive regulation of protein—containing complex assembly
G0:0022402: cell cycle process

G0:0016192: vesicle-mediated transport

G0:0015980: energy derivation by oxidation of organic compounds
G0:0010638: positive regulation of organelle organization

G0:0007049: cell cycle

G0:0006412: translation

G0:0006261: DNA-templated DNA replication

G0:0006260: DNA replication

G0:0000280: nuclear division

G0:0000278: mitotic cell cycle

G0:0000226: microtubule cytoskeleton organization

G0:1990204: oxidoreductase complex
G0:0099512: supramolecular fiber
G0:0098796: membrane protein complex
G0:0044431: obsolete Golgi apparatus part
G0:0044427: obsolete chromosomal part
G0:0044391: ribosomal subunit
G0:0032040: small-subunit processome
G0:0022627: cytosolic small ribosomal subunit
G0:0019866: organelle inner membrane
G0:0015630: microtubule cytoskeleton
G0:0005874: microtubule

G0:0005840: ribosome

G0:0005819: spindle

G0:0005740: mitochondrial envelope
G0:0005694: chromosome

G0:0097367: carbohydrate derivative binding

G0:0051020: GTPase binding

G0:0031267: small GTPase binding

GO0:0016741: transferase activity, transferring one—carbon groups
G0:0015631: tubulin binding

G0:0008757: S—adenosylmethionine—dependent methyltransferase activity
G0:0008276: protein methyltransferase activity

G0:0008168: methyltransferase activity

G0:0008092: cytoskeletal protein binding

G0:0008017: microtubule binding

G0:0003777: microtubule motor activity

G0:0003774: cytoskeletal motor activity

G0:0003743: translation initiation factor activity

G0:0003735: structural constituent of ribosome
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Figure S11. GO and KEGG enrichment of turquoise module.
A GO plot. B KEGG plot.



