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C G0:0005576 extracellular region + +
C G0:0005618 cell wall +
C G0:0009536 plastid +
C G0:0009579 thylakoid +
c G0:0016020 membrane +
C G0:0030312 external encapsulating structure + + +
F G0:0003677 DNA binding + +
F G0:0003700 transcription factor activity A A + [ +
F G0:0008289 lipid binding + +
F G0:0019825 oxygen binding A + [
F G0:0030528 transcription regulator activity A A + [ +
P G0:0006091 generation of metabolites and energy +
P G0:0006950 response to stress + + + + + + + +
P G0:0009607 response to biotic stimulus + + + + +
P G0:0009628 response to abiotic stimulus + + +
P G0:0009719 response to endogenous stimulus + +
P G0:0015979 photosynthesis +
P G0:0019748 secondary metabolic process + +
P G0:0050896 response to stimulus + + + + + + +
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Transcription factor family

Additional file 11: Figure S5. Gene set enrichment analysis of co-expressed genes with VQs. (a) Over-representative
(enrichment) GO terms among co-expressed genes with 8 VQs. The prefix “LOC_Os” in each locus name was omitted
for convenience. (b) A general overview of co-expressed genes encoding transcription factors and their family names.
The five family names were highlighted with red fonts, which contained 15 or more co-expressed members in each
family.



