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Table S1. Functional annotation of unigene
	Database
	No. of unigene
	Percentage (%)

	Nr
	21,143
	90.7

	[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Swiss-Prot
	15,062
	64.6

	GO
	10,827
	46.4

	KEGG
	9,854
	42.3

	COG
	18,954
	81.3

	Total
	23314
	100



 Table S3. Functional annotation of DEGs
	Database
	No. of DEGs
	Percentage (%)

	Nr
	1163
	98.9

	Swiss-prot
	898
	76.4

	GO
	474
	40.3

	KEGG
	431
	36.7

	COG
	882
	75.1

	Total
	1175
	100











Table S7. Statistics of variation types of SNP

	SNP type
	Number of SNP
	Percentage (%)

	G/A
	27947
	13.45

	A/G
	27864
	13.41

	C/T
	27738
	13.35

	T/C
	27670
	13.32

	T/A
	17876
	8.60

	A/T
	17632
	8.49

	G/T
	11887
	5.72

	A/C
	11783
	5.67

	C/A
	11762
	5.66

	T/G
	11537
	5.55

	G/C
	7067
	3.40

	C/G
	6996
	3.37

	total
	207759
	100.00
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Figure S1 Distribution of unigenes length
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Figure S2 The COG annotation of unigenes
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Figure S3 Comparison SNP mutation frequency between DEGs and non-DEGs in A, C, T and G four categories (A: A base; B: C base; C: T base; D: G base)
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COG Function Classification

A: RNA processing and modification
B: Chromatin structure and dynamics
6000 - C: Energy production and conversion
D: Cell cycle control, cell division, chromosome partitioning
E: Amino acid transport and metabolism
F: Nucleotide transport and metabolism
G: Carbohydrate transport and metabolism
H: Coenzyme transport and metabolism
4000 - I: Lipid transport and metabolism
J: Translation, ribosomal structure and biogenesis
K: Transcription
L: Rplication, recombination and repair
M: Cell wall/membrane/envelope biogenesis
N: Cell motility
O: Posttranslational modification, protein turnover, chaperones
2000 - P: Inorganic ion transport and metabolism
Q: Secondary metabolites biosynthesis, transport and catabolism
S: Function unknown
T: Signal transduction mechanisms

U: Intracellular trafficking, secretion, and vesicular transport
I I .I I I V: Defense mechanisms
0 - o . =1 | . Ee—eol | W: Extracellular structures

1 1 1 | I I 1 1 1 | I I 1 1 1 | | I 1 1 1 | | I Y: NuCIear StruCtllre
ABCDEFGHIJKLMNOPQSTUVWY Z Z: Cytoskeleton

Number of Unigenes

Function Class




image3.png
Mutation frequency

Mutation frequency

0.020-

0.015-

0.010-

0.005-

0.000-

0.0075-

0.0050 -

0.0025 -

0.0000 -

A:P=0.0013

=

DEGs nonDEGs

T:P=0.039

DléGs nonf)EGs

Mutation frequency

Mutation frequency

0.015 -

0.010-

0.005 -

0.000 -

0.020 -

0.015-

0.010-

0.005 -

0.000-

C:P=0.0022
I

DI‘EGS nonbEGs

G:P=0.019

D EG s nonbEGs




