Statistics of Term Enrichment

valyl-tRNA aminoacylation -

transposition o

regulation of nucleus size 4

regulation of carbon utilization o

protein localization 4

protein desumoylation

positive regulation of cytokinin—activated signaling pathway -
plant—type hypersensitive response -

phosphorylation o

phosphorclay signal transduction system

nucleus organization -

GO Term

microgametogenesis -

male meiotic nuclear division A

histone H3-K9 demethylation -

fructose metabolic process o

fructose 2,6-bisphosphate metabolic process -
female meiotic nuclear division A

determination of dorsal/ventral asymmetry -
cytoskeleton—dependent intracellular transport -

cytokinin—activated signaling pathway 4

0

10

20

30

Enrichment factor

40

transcription factor complex 4

transcription export complex 2

telomerase catalytic core complex

RNA N6-methyladenosine methyltransferase complex o
proton—transporting V—type ATPase, V1 domain
plastid 4 @

oligosaccharyltransferase complex -

nucleolus organizer region =

nucleolar ribonuclease P complex o

nuclear membranc

nuclear lamina 4

GO Term

mitochondrial intermembrane space -

integral component of mitochondrial outer membrane -
HOPS complex 4

extrinsic component of plasma membrane = .

cpsilon DNA polymerase complex

endomembrane system - ’Q?ﬂ-

CORVET complex -

COPI vesicle coat 5

AP-3 adaptor complex

Figure S4. The Gene Ontology
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