The number of encoded proteins

o

50 100

150 200

oxidoreductase I
hydrolase I

transporter

protease

nucleic acid binding
oxygenase

serine protease

RNA binding protein
dehydrogenase
reductase

isomerase
methyltransferase
kinase
epimerase/racemase
oxidase

dehydratase

protease inhibitor
protein kinase

amino acid transporter
MADS box transcription factor
transaminase
ribosomal protein
galactosidase
serine/threonine protein kinase receptor

Low phosphate (root)
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structural constituent of ribosome

nucleic acid binding
zinc ion binding
protein binding

Molecular
Function

cellular nitrogen compound biosynthetic process
cellular component biogenesis

heterocycle metabolic process

cellular nitrogen compound metabolic process
cofactor metabolic process

protein localization

Biological
Process

non-membrane-bounded organelle
ribonucleoprotein complex

Cellular
Component

intracellular organelle
membrane-bounded organelle

GO depletion
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“no. of genes in selection / no. of genes in background (expected)

High phosphate (root)

Drought (shoot)

5/201 (23.98)
191/2109 (251.64)
209/2504 (298.77)

9/206 (24.58)
17/283 (33.77)
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8/286 (33.55)*

243/2699 (316.58)
113/1378 (161.63)
184/1966 (230.61)

144/1721 (205.35)

34/696 (71.63)
11/343 (35.30)
114312096 (1244.96)
1052/11021 (1134.31)
1034/10666 (1097.78)

Osmotic stress (shoot)
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