Sequence length distribution

20000

_ 15000
Q
2
£
=
c

@ 10000
c
Q
=]
T
Q
N

5000 —

0 -

S S S S S
S-S Y S
S S S o Ny
N N P P o o w©

Sequence length

(a)
GO enrichment analysis(CuOvsCu10vsCu20)

Number

clathrin coat assembly 1 *
1-phosphatidylinositol binding 1 ?
pectin catabolic process - °
pectin metabolic process - °
galacturonan metabolic process - °
extracellular region 1 ©
clathrin-coated vesicle 4 .
cellwall 1 [:]
external encapsulating structure -+ °
pectinesterase activity - °
enzyme inhibitor activity 1 °
pectinesterase inhibitor activity + .
polysaccharide catabolic process 1 ©
carbohydrate catabolic process o
carboxylic ester hydrolase activity - =
protein kinase activity 1 @
pectate lyase activity 4 .
aspartyl esterase activity + .
external encapsulating structure organization ©
carbon-oxygen lyase activity, acting on polysaccharides 1 .

0.0 0.1 0.2 03 0.4

Rich Factor

(b)

FDR

OO0 00 -

22
38
54
70

OB 0O



. B Number
Pentose and glucuronate interconversions ‘ o 2

® 7

12
Nitrogen metabolism 1 o] i 17

22

Phenylpropanoid biosynthesis 1 8]
Plant-pathogen interaction 4 O 04
Sesquiterpenoid and triterpenoid biosynthesis 1

Ascorbate and aldarate metabolism 1

0.00 0.05 0.10 0.15
Rich Factor
(c)
Figure S1. (a) Length distribution of unigenes; (b) Bubble chart of go enrichment of differential

genes; (¢) KEGG Pathway enrichment of differentially expressed genes.



