
GO:0005975
carbohydrate metabolic process

0.005066
80 / 926

GO:0005976
polysaccharide metabolic process

7.34e−06
47 / 370

GO:0007275
multicellular organismal development

0.017952
123 / 1582

GO:0008150
biological_process

1.000000
557 / 8507

GO:0008152
metabolic process

0.027492
361 / 5181

GO:0009653
anatomical structure morphogenesis

0.001594
78 / 861

GO:0009888
tissue development

0.000388
65 / 655

GO:0009987
cellular process

0.019976
383 / 5502

GO:0010015
root morphogenesis

7.88e−07
41 / 280

GO:0010053
root epidermal cell differentiation

1.56e−07
38 / 235

GO:0010054
trichoblast differentiation

8.75e−08
38 / 230

GO:0010383
cell wall polysaccharide metabolic process

1.59e−06
28 / 161

GO:0022622
root system development

3.34e−05
43 / 347

GO:0030154
cell differentiation

0.001909
54 / 555

GO:0032501
multicellular organismal process

0.026275
130 / 1704

GO:0032502
developmental process

0.060316
133 / 1801

GO:0043170
macromolecule metabolic process

0.007184
250 / 3391

GO:0044036
cell wall macromolecule metabolic process

1.84e−05
31 / 212

GO:0044237
cellular metabolic process

0.040764
307 / 4378

GO:0044238
primary metabolic process

0.235491
294 / 4357

GO:0044260
cellular macromolecule metabolic process

0.014310
234 / 3195

GO:0044699
single−organism process

0.149900
339 / 4992

GO:0044707
single−multicellular organism process

0.012292
126 / 1605

GO:0044763
single−organism cellular process

0.046225
275 / 3900

GO:0044767
single−organism developmental process

0.059334
130 / 1756

GO:0048364
root development

3.11e−05
43 / 346

GO:0048513
organ development

0.005991
74 / 851

GO:0048731
system development

0.019788
99 / 1246

GO:0048856
anatomical structure development

0.034459
125 / 1648

GO:0048869
cellular developmental process

0.000913
66 / 689

GO:0071554
cell wall organization or biogenesis

3.87e−06
61 / 518

GO:0071704
organic substance metabolic process

0.130587
320 / 4685

GO:0090558
plant epidermis development

6.35e−06
48 / 379

GO:0090627
plant epidermal cell differentiation

2.19e−07
38 / 238


