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FIGURE S1 Distribution of differentially expressed genes (DEGs) and Kyoto Encyclopedia of Genes
and Genomes (KEGG) pathway analysis. (A) Volcano plots showing the DEGs distribution between
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normal and severe drought stress conditions. (B) KEGG pathway analysis of the up-regulated DEGs. (C)
KEGG pathway analysis of the down-regulated DEGs.

5 12 20 00 1000
@ H E .
g o] T Acct|” [Nceps BGI e |\g]KCRI ] D ilCPKS
= 15 1001 500
3 081 n 504 250
£ 0.6 10 157 157
e
S 0.4 | 1.0 ]
: | 2 Dl : DJ
% 02- o 0.5 054
Z 00 i 0 0 0.0 0.0 -
— 0 200
o= Pvi1| 'Trracs2 S TRCST10 S TECRI L4{CYP7074
£ 1.0+ 2501 L x*
0.8 \
-5 i ] " ’l‘
I -
£ 06 - .| 0.08T
£ 0.4 = . 5- L
@
g 14 0.04]
E 0.2- [
%}
= 0.0 0.0- 0- 0 0.00
< 20 5 30
: T [cERs  x [UTLTPGT s | MTLACSS GPATG6 25TCYP8642 &
.S 15 100 2.7 o 2.07
Z 0 157 151
= 10 2.0F
- 4 4
v 1.5 Lo 104 1.0
> 5 1.0 . 54
% 05 0.5 0.5
[ 0.0 0.0- | [ 0.0

— CK-SD Em SD

FIGURE S2 Validation of RNA-seq data by qRT-PCR. Acetyl-CoA-Carboxylase 1(4CC1); Nine-Cis-
Epoxycarotenoid Dioxygenase 3(NCED3); B-Glucosidase 1(BGI); Ketoacyl-CoA Reductase 1 (KCRI);
Calcineurin B-like Interacting Protein Kinase 6 (CIPKG6); Pyrabactin resistance-Like 1(PYLI); clade-A
type-2C protein phosphatases 62(PP2C62); Ketoacyl-CoA Synthase 10 (KCS10); Enoyl-CoA Reductase
1 (ECRI); CYP707A encode 8'-hydroxylase; ECERIFERUM 3 (CER3); GPIl-anchored lipid transfer
protein 1 (LTPG1); Long-chain Acyl-CoA Synthetase 8 (LACS8); Glycerol-3-phosphate acyltransferase 6
(GPAT6). Cytochromes P450 CYP86A2. The data are the means + SD (n = 3). Statistical significance was
determined by Student’s T-test. *p < 0.05, **p < 0.01, ***p < 0.001.



