~ HEE BE ! e
i vrig B
Y711.08 ! Y71103A
|
. “vm_ﬂc YRJ1_1A l
1.00 107 }711715 !
Y711_1A yMi_ic I
0.95 i
0.90 Y711_1B !
—_ |
- DN EEE me g |
- S | (EVISE] (RSt FGPUTE) S| MR I (RS .
0.80 3 [_
Y711_3A < Y74 0B H group
0.75 5 W’tOA ' ® Y7110
0.70 Y711_38 a . [ ® Y7111
Yrii_oc ' ® Y7113
¥711_3¢C Ziol ! ® Y717
I
YT11_TA '
|
| [ |
S B EmEm- AET
\Qv. ’\96 '\90 \\w '\':e '\}o ’\‘.5?~ '\?% ‘\?0 \’\P '\/}e \J/\o ! Y71‘B7C
b v 7 ;
RO SRR AT AT AT S G\ ST AT (T 20 20

0
PC1 (57.80%)

Figure S1. Pearson correlation coefficient and principal component analysis (PCA) of RNA-seq
samples. (A) Pearson correlation coefficients of biological replicates. (B) PCA of individual
biological replicates.
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Figure S2. Heatmap of DEGs involved in MAPK signaling. The numbers in the heatmap indicate
the Log2(fold change). FSO, FS1, FS3, and FS7 indicate 0 d, 1 d, 3 d, and 7 d after submergence,

respectively.
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Figure S3. Heatmap of DEGs involved in zeatin (A), auxin (B), and ABA (C) signaling. The
numbers in the heatmap indicate the Log2(fold change). FSO, FS1, FS3, and FS7 indicate 0 d, 1 d,
3 d, and 7 d after submergence, respectively.
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Figure S4. Heatmap of DEGs involved in starch and sucrose metabolism pathways. The numbers
in the heatmap indicate the Log2(fold change). FSO, FS1, FS3, and FS7 indicate 0 d, 1 d, 3 d, and
7 d after submergence, respectively.
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Figure S5. Heatmap of DEGs related to glycolysis/gluconeogenesis. The numbers in the heatmap
indicate the Log2(fold change). FSO, FS1, FS3, and FS7 indicate 0 d, 1 d, 3 d, and 7 d after
submergence, respectively.
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Figure S6. Expression profiles of DEGs related to oxidative phosphorylation (A) and the TCA
cycle (B). The numbers in the heatmap indicate the Log2(fold change). FSO, FS1, FS3, and FS7
indicate 0 d, 1 d, 3 d, and 7 d after submergence, respectively.
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Figure S7. Expression profiles of DEGs related to mitochondrial function (A) and
phenylpropanoid biosynthesis (B). The numbers in the heatmap indicate the Log2(fold change).
FS0, FS1, FS3, and FS7 indicate 0 d, 1 d, 3 d, and 7 d after submergence, respectively.



