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Figure S2
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Figure S3
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Figure S4
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Figure S5
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Figure S6
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Figure S7

Scatter plot of KEGG pathway enrichment of DEGs
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Figure S8

Scatter plot of KEGG pathway enrichment of DEGs

Glycolysis / Gluconeogenesis -

Amino sugar and nucleotide sugar metabolism —
Cutin, suberine and wax biosynthesis
Phenylpropancid biosynthesis

RMA polymerase

Nitrogen metabolism —

Selenocompound metabolism

Spliceosome

Ubiguinone and other terpenoid-guinone biosynthesi... 4
Pentose and glucuronate interconversions —
Fatty acid degradation -

Other glycan degradation

RMNA degradation

mRNA surveillance pathway

Glycerolipid metabolism —

Glycerophospholipid metabolism <

ABC transporters 4

Cyanoamino acid metabolism —

RMA transport 4

Peroxisome 4

T T
0.002 0.004

T T T T T T 1
0.006 0003 0010 0012 0014 0.016

Gene Number
1
4
8
1
14

iy

Qvalue
0.0

0.2

0.4

0.6



Figure S9

Scatter plot of KEGG pathway enrichment of DEGs
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Figure S10

SWl2-vs-Gnl2
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Figure S11

SW12-vs-Gnl2
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Figure S12

SW12-vs-Gnl2
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