Supplementary Dataset 4. Go term enrichment information.

Name

60:2001070

GO_Term

membrane

AT binding

protein transport

transmembrane receptor protein serine/threonine kinase activity
glycosyltransferase activity

DNA replication factor C complex

DNA-binding transcription factor activity

nucleic acid binding

phosphatidylinositol phosphate biosynthetic process
autophagy

endoplasmic reticulum lumen

response to nitrogen compound

reactive oxygen species metabolic process

ubiquitin protein ligase activity
microgametogenesis

phosphatidylinositol kinase activity

misfolded protein binding

chaperone cofactor-dependent protein refolding
unfolded protein binding
phosphatidylinositol-mediated signaling,
proton-transporting ATP synthase activity, rotational mechanism
metal ion binding

proton-transporting ATP synthase complex, catalytic core F(1)
protein folding chaperone
sequence-specific DNA binding

defense response to bacterium

protein refolding
phosphatidylinositol-3-phosphate biosynthetic process
endoplasmic reticulum chaperone complex
cellular response to unfolded protein
phosphatidylinositol 3-kinase complex, class I, type I
phosphatidylinositol 3-kinase complex, class I, type |
Golgi cisterna membrane

heat shock protein binding

endoplasmic reticulum unfolded protein response
ubiquitin-dependent ERAD pathway
carbohydrate binding

autophagy of peroxisome

transmembrane transporter activity

starch biosynthetic process

hydrolase activity

oxidoreductase activity, acting on the CH-NH2 group of donors, NAD or NADP as acceptor
protein ubiguitination

oxidoreductase activity
1-phosphatidylinositol-3-kinase activity
kinase activity

integral component of membrane

pollen exine formation

regulation of gene expression

meristem maintenance

chloroplast organization

response to salt stress

chloroplast

fucosyltransferase activity

zinc ion binding

vacuole organization

cellular response to nitrogen starvation
endocytosis

exocytosis

oligopeptide transport

glutamate catabolic process

cellular amino acid metabolic process
protein glycosylation

regulation of transcription, DNA-templated
DNA repair

DNA-dependent DNA replication

DNA replication

glycolytic process

plasma membrane

endoplasmic reticulum

peroxisome

endosome.

mitochondrion

cytoplasm

nucleoplasm

nucleus

protein kinase activity

phosphoglycerate mutase activity
glutamate dehydrogenase (NADP4) activity
glutamate dehydrogenase (NAD#) activity
mRNA binding

RNA helicase activity

RNA binding

DNA binding

defense response to oomycetes
DNA-binding transcription factor activity, RNA polymerase Il-specific
transcription cis-regulatory region binding
phagophore assembly site

Group Il intron splicing

nucleotide binding

exocyst

autophagosome assembly

starch binding

Gene_count Gene_list

N Y

10, 10,2m00001eb117810,2m00001eb178330,
100001eb179000,
10, 00001eb1
m00001eb117810, 00001eb1

10,2m00001eb117240,

100001178330,

Zm000016b014140,2M00001eb204480

Zm00001eb060520,2M00001eb070240

Zm000016b007310,2M00001eb117810
0240

Zm00001eb070240



