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G0:0008150 | biological_process
GO0:0055114 | obsolete oxidation-reduction process
G0:0006355 | regulation of transcription, DNA-templated
G0:0006351 | transcription, DNA-templated
G0:0006468 | protein phosphorylation
G0:0080167 | response to karrikin
GO:0009617 | response to bacterium
GO:0009651 | response to salt stress
G0:0006952 | defense response
G0:0006979 | response to oxidative stress
GO0:0009611 | response to wounding
G0:0008152 | metabolic process
G0:0009414 | response to water deprivation
G0:0009409 | response to cold

G0:0009407 | toxin catabolic process
G0:0006749 | glutathione metabolic process
G0:0010200 | response to chitin
G0:0050832 | defense response to fungus
G0:0046686 | response to cadmium ion
G0:0002239 | response to oomycetes
G0:0045490 | pectin catabolic process
G0:0042742 | defense response to bacterium
G0:0032259 | methylation

G0:0009753 | response to jasmonic acid
G0:0016310 | phosphorylation

G0:0005634 | nucleus

G0:0005576 | extracellular region

G0:0005886 | plasma membrane

G0:0016021 | integral component of membrane
G0:0005737 | cytoplasm

G0:0009507 | chloroplast

G0:0005618 | cell wall

G0:0016020 | membrane

G0:0009505 | plant-type cell wall

G0:0005829 | cytosol

GO0:0005773 | vacuole

G0:0005739 | mitochondrion

GO0:0005794 | Golgi apparatus

G0:0048046 | apoplast

G0:0009506 | plasmodesma

GO0:0003674 | molecular_function

G0:0005515 | protein binding

G0:0046872 | metal ion binding

G0:0003700 | DNA-binding transcription factor activity
G0:0005506 | iron ion binding

G0:0020037 | heme binding

G0:0016301 | kinase activity

G0:0005524 | ATP binding

G0:0004672 | protein kinase activity
G0:0004674 | protein serine/threonine kinase activity
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Supplementary Fig. S4: GO enrichment bar plot for differentially expressed genes (DEGs) in the
CDF1_S2/CK_S2 set.



