proteinaceous extracellular
matrix

extracellular region
nucieic acid binding
oxidoreductase achivity
DNA binding

transcription factor activity
transcription reguialor
aclivity

gene expression

cellutar biosynihetic process
axidation reduction
biosynihetc process
nudeobase, nudeosids,
nucleatide and nucleic acid
rivogen compry EISESEE

process
RNA metabolc process
reguiation of biological

process

biokgical regulation

! reguistion of callular process

cold_GO term

', RNA biosynihetic process
E Wranscription, DNA-dependent

ANSCTHpon

regulation of metabolic
process

requiation of macromolecule
metapoic process
regulation of nut 156,
nucleaside, tide and
nucleic acsd metabole process.
regulation of gene expression
gulation of nitrogen
‘compound metabolc process
reguiation of transeription
reguistion of callular
metabolc process

reguisiion of cellular
biosynihetc process
regulation of RNA metabolic
rocess

P
reguiation of macromalecule
biosynihelc process
reguiation of Fanscription,
ONA-dependent

reguiation of biosynhetic
process

regulation of primary
metabolc process

o
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root_drought_GO term

dwomosome

«chromosomal part

pepiidase inhibitor actvity
ATDP-4-dehydrormamnose reductase aciity
ligase acivity, forming nivogen-metal bonds,
Torming coordination complexes
endopepiidase inhibilor actvily

ligase activity, forming nitrogen-metal bonds
magnesium chelatase acivity
suliotransierase acivity

transferase aciivity, ransfemring ghoosyl groups
#anscription reguiator activity

enfscior binding

coenzyme binding

enzyme inhibitor actvity

anfiosdant actvily

franscriplion factor actvity

axidoreductase acthity, acing on pJPLY EEEY
with incor porston or reducton of molscular

cafion binding
fransiion metal ion binging

oxidoreductase acihity, acting on percide 5
‘acoeptor

peraidase aciity

‘slectron camer sctvity

tetrapyrrole binding

acthity acting
With incor poraion of reducsion of molecular

heme binding

on ion binding
ovidoreductase achvity
pholosynthesis

DA replication

response 1o chemical simulus
microlubule-based movement

response to oxkdatve stress

response to biotic simulus

‘axidation reduction
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B

cofactor
odoreduciase ]
acting on the CH=OH group
of donors, NAD or NADP ss
coenzyme
copper ion binding
oxidoreductase acthity
callular amino acd
process
i purine ribonucleoside
triphosphate catabolic process
purine ribon
process
ribonucleotide catabolic
process

microtubule-based process

Ontology
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oy atase ac e
By, Gcing on paronide &

TSI cor aciey
e Ly
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o Gree sk each of ey gen ineo Both

dorces

ranscripaoe Fagul dor sy

anvicedart iy

CHGBTELE S Sehy SN BrUr S of
e olooatuise adivy

protein cialfice oo aductase sy
T
trarsponer adivey

elactron carier adtivky

betrapyr ke bawding |
Pame bincing |

ren on beang |

oy achoctase ity

bica st process

cation tmmpart {

P ponae o cdodive sress
matal ion ranipert {
Pegaation of Biokoghoal process
Incs ol mesbolc process
reguation of metbolc process
bk al reguaasion |

e ponss iochamical simulus

ranaripion, DHA-Ependmnt |

rool_sa_GOterm

P00 OF CEHILISE MEREHE FIOOE
N Bk ydhatic process

transcripticn

Pl tion of celuie process

Fagtion of macromokoul e meRECke oo
aramemir ane trarspart §
regualition of gen epression |

reguaation of Frimary metbolc process
Fagulation ofnitrogen compound matibolc process
reguaton of nuckeobase, mckcde, rckoite
A PASCHC 2010 MEBESHE FOOES

regulatonof ransripton |

reguation of calldar bhcs yeahatic process
PRGSO O FNA MEGECHT PrOGess
reulaion of ma romokec U s yahatic process
ragulation of tanaription, CHA -dpandsnt
Fagulion of s ahatic process

call ecox hamecstasis

reualition of biclagical qudly
Pomacs i process

celuar hamecsiasis

localzation {

establshment of local zaton |

anspart
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electron carrier activ
oxidoreductase aciivity, acting on
paired donors, with incarporatian or
reduction of molecular axygan
axidoreductase activity

tetrapymole binding

heme binding

falty-acid synthase activity
‘3~oxoacyl-jacyl-carrier-protein]
synthase activity
metal ion binding

ion binding
wansition metal ion binding
cation binding

iron ion binding

transcription regulaor adtivity
transcription factor activity
requiation of biological process
ipid biosynihetic process
reguiation of cellular process

biological reguiaton

RNA metabolic process

stem_cold_GO term

RNA biosynthetic process
transcriphion, DNA-dependent |
Franscription |

regulation of metabolic process

regulation of macromolecule metabolic
process

reguiation of gene expression |
reguiation of cellular metabolic process
reguition of primary metsbolic procass
regulation of nitragen compaund
reguiation of nut " 3
nudeotide and nucleic acid metabolic
process

regulation of ranscripton 4
reguiation of cellular bicsynthatic
process
reguiaion of RNA metsbolic procass
reguiation of macromolecule biosynthetic
process
regulation of ranscription, DNA-
dependent

reguiation of biosynthetic procass
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recepior binding

growth factar actvity
oxidoreductase actvity
sequence-spadific DNA binding
transcription regulator

actvity

‘ranscription factor ackvity {
RNA metabolic process:
metabolic process

cell profiferation

RINA biosyntheic process.
transcription, DNA-dependent
transcription

cidation reduction

microtubule-based process

ght_GO term

regulation of metabolic:
process.

regulation of gene expression

stem_drou

regulation of cellular
metabolic process
photosynthesis, light
harvesting

regulation of macror
metabolic process.

nucleoside, nucieobide and
nucieic acd metabolic process.

reguiation of transcription
regulation of cellular
biosynthetic process.
reguiation of RNA metabolic
process.

regulation of macromalecule
biosynihetic process
regulation of transcription,
DNA-dependent

regulation of biosynthetic
process.
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microtubule motor activity
motor activity
chaperone binding

cellutar nitrogen compound
biosynthetic process

rRNAmetabaic process
TRNA processing {

microtubule-based movement {

anatomical structure
development

callular component
morphogenesis

8
' anatomical structure
g morphogenesis

|
§ celluar cavelopmental process

w
cell morphogenesis |

microtubule-based process

amine biosynthetc process

cellular amino acid
biosynthetc process

carbaxylic acid biosynthetic
ocess

organic acid bosynthetic
process
protein folding {

small molecule biosynthatic
process

Ontology
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extacelular region

hydrolase sctvity, acting on
‘glycosyl bonds
hydrolase activty,

‘compounds
copper ien binding

tetrapymole binding

heme binding

ion binding
cation binding
transcripfon factor activty

elaciron carmier activty

E reguiaton of bicloical
process

! regulston of cour procssa
E response b biokic simulus
RNA biosynihetic process

traneripion, DNA-dependent
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