Supporting Information

Figure S1. Field waterlogging stress. The field water content reached 90%.
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Figure S2. Sample PCA analysis and correlation analysis. (A) Transcriptomic PCA analysis. (B)
Metabolomics PCA Analysis. (C) Transcriptomics sample correlation analysis heatmap.

PC2(11.62%)

G230CKL1

group
® oc2scxL
® OG1CKR
® GiswsL
# G218WSR
® G2CxL
*  G2CKR
® G230wsL
® G0WsSR

2D PCA Pilot
s
L
PCI(SSSXN)“
Metabolomic PCA
Y9 F & &
X X X X X
g 2828
&3 30 0

012 0.2 012 0.14 0.14 0.14 0.13 0.14 012 0.14 014 0.14

0.15 0.15 0.15 0.16 0.16 0.16 0.15 0.16 0.14 0.16 0.16 0.16
0.16 0.16 0.16 0.13 0.19 0.19 0.17 0.1 0.16 0.18 0.18 0.18
0.16 0.1 0.16 0.1 0.19 0.18 0.17 0.18 0.15 0,18 0.1 0.1
0.18 0.18 0.18 0.18 0.19 0.19 0.17 0.15 0.15 0.18 0.1% 0.19
0.13 0.13 0.13 0.34 0.34 0.34 0.34 0.34 0.12 0.13 0.14 0.14
0.14 0.14 0.14 0.15 0.15 0.15 0.14 0.15 0.13 0.14 0.14 0.14
0.12 0.12 0.12 0.13 0.13 0.13 0.13 0.13 0.12 0.12 0.13 0.13
0.12 0.12 0.12 0.34 0.14 0.14 0.13 0.13 0.12 0.14 0.14 0.14
0.12 0.12 0.12 0.14 0.14 0.14 0.13 0.14 0.12 0.14 0.14 0.14

04

03

02

- 01




Molecular function

- Cellular component

- Biological process

Ontology

—
=

=] =]
=] -

souab Jo laquiny

<

Description

T TR

1uuy

£
17} c
8282
g et
g8 £ 2
308
£ 53
5828
2532
= @ 0 2
g
q .
0

100
10

sauab Jo Jaquiny

4 U
\E@m km%ﬂmuc
Oite, Moy
w\q\_&%@ )
G0

Description

- Cellular component
Molecular function

I Biclogical process

>
o
°
2
c

0o

(=}

i=}
=] -

sauab jo Jaquiny

o

Molecular function

- Cellular component

Ontology
- Biclogical process

Description

o =}
=] r
1

souafi Jo Jaquiny

a]

in the

parison. (B) Top 50 GO Terms with the most enriched DEGs in the

Description
parison. (C) Top 50 GO Terms with the most enriched DEGs in the

parison. (D) Top 50 GO Terms with the most enriched DEGs in the

G218WSR vs G230WSR com

(A) Top 50 GO Terms with the most enriched DEGs
parison.

G218CKL vs G230CKL com
G218CKR _vs G230CKR com

G218WSL vs G230WSL com

Figure S3. GO enrichment analysis of DEGs in different comparative combinations under

waterlogging stress.
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Figure S4. KEGG enrichment analysis of DEMs of different comparative combinations under
waterlogging stress. (A) Significantly enriched KEGG pathways in the G218CKL vs.
G218WSL comparison. (B) Significantly enriched KEGG pathways in the G218CKR vs.
G218WSR comparison. (C) Significantly enrichted KEGG pathways in the G230CKL vs.
G230WSL comparison. (D) Significantly enriched KEGG pathways in the G230CKR vs.
G230WSR comparison.



