SOD1-1

c3
7
///

c3

[w]

E3 E4
MYBS3-1

RBOHB-1

1M

DREB2A-1

PER52-1
o
WRKY6-1
o

8 | o o
5 | o S o

o ~ =3
1

ol ol (2]

o T o

2 < -
Q 9 g g o o ¥
g8 8 8 8 R < 2 8 B 8 B 8
- NN = H 8 o

Figure S1. qPCR verification of gene expression.
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Figure S2. Profiles ordered by the p-value significance among ZE samples.
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Figure S3. Profiles ordered by the p-value significance among EC samples.
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Figure S4. KEGG enrichment and expression heat map of genes involved in expected profiles among ZE samples.
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Figure S5. KEGG enrichment and expression heatmap of genes involved in expected profiles among EC samples
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Figure S6. Pathway of osmotic stress response.
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