Biological Process

G0:0051606 (0.0125)
detection of
stimulus
/257 | 148/28397

<
5= My N {
e 004" A 5 !
/ S0 g 5‘9(0".’36) GO:0009314 GO:0009991 GO:0071496 SOR0RES 100 T
nepative regulaion response to response to cellular response Coi il !
cflolcglcal procass vaZatim exnacei’;:lav stimulus to extemal s:nulus biotostimuie !
18/257 | 124328397 | /257 | 104/28397 /
2 GO:0048523

GO:0031668 la--| " ~ -l

cellular response negative regulation

o 3 (0- ) GO:0009416
response to sein cellular response
Corjoe SR Jght simalus to stress to extracellular stimulus of cellular process
18/257 | 842/28397 i 261257 | 1473/28397 p
T

T

009651 (0.00104) GO:0009642 (0.00486)

Supplementary Fig. S10 Gene ontology analysis of the common DEGs between OsbHLH068- and AtbHLH112-overexpressing transgenic Arabidopsis.
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