Table S4. Expression of 8 different glossy genes in gl13 mutant and wild-type seedlings.

Expression. In gl13 (Mu vs. WT)

Locus Gene ID EP(;Z?Ang Biological Process Molecular Function ggmjl?)rnent
P P log2FC g value DEG
. Fatty acid biosynthetic; . )
glda GRMzZM2G003501 PonkeUde_ lipid biosynthetic Catalytlc,AcyItra}ng ferase; Membrane 1.46 0.06 no
synthase-like Transferase activity
process
gl8b GRMzZM2G087323 3-ketoacyl Fatty acid elongation Beta ketoacyl-_CpA reductase; End_oplasmlc 1.05 0.053 no
reductase Reductase activity Reticulum
gl2 GRMzZM2G098239  Transferase - Transferase activity - 0.92 0.032 yes
Fatty acid biosynthetic;Iron ion binding; Octadecanal Endoplasmic
gll GRMZM2G114642  Hydroxylase Oxidation-reduction  decarbonylase dop 0.46 0.104 no
: o reticulum
process &oxidoreductase activity
Nucleotide binding; ATP
ot couled 20N 200 e
gll3 GRMzZM2G118243 Transporter receptor; Protein Y, ! ) Y, Membrane 1.53 0.042 yes
signaling pathway Nuglgo&de-trlphosphat_ase
activity; Guanyl nucleotide
binding
regulation of DNA binding; sequence-
gll5 GRMZM2G160730 AP2 transcription, DNA-  specific DNA binding - -1.69 0.067 no
dependent transcription factor activity
gl3 GRMZM2G162434 Myb30 - DNA binding - 2.48 0.055 no
Metabolic: AIcoh_oI dehydrogenase (NAD);
. 2,3-dihydro-2,3-
Short chain Enterobactin dihydroxybenzoate
glsa AC205703.4 FGO06 biosynthetic: yaroxy , - 1.98 0.088 no
dehydrogenase o . dehydrogenase;
Oxidation-reduction .
Oxidoreductase& acetoacetyl-
process

CoA reductase activity

Note: FDR 0.05, P-value <0.003.



