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Supplementary Table S1 The quality of RNA-seq

sample  Raw reads Clean Clean Error Q20 Q30 GC%  Total map
reads bases(G) rate
T12h 1 49815466 49071720 7.36 0.03  97.48 93.02 43.52 44601778
(90.89%)
T12h 2 50831572 50251972 7.54 0.03 9726 92.52 4349 45525862
(90.6%)
T12h 3 56809808 56148184 8.42 0.03 97.6 9332 43.66 51151888
(91.1%)
Cl2h 1 55864712 55334744 8.3 0.03 97.6 9328 4394 50593522
(91.43%)
Cl2h 2 45645770 45095710 6.76 0.03 9725 9251 43.73 40942481
(90.79%)
Cl2h 3 52341694 51820590 7.77 0.03 9749 93.04 44.08 47385295
(91.44%)
T24h 1 51352088 50779830 7.62 0.03 9722 9248 44.11 45981203
(90.55%)
T24h 2 49478520 48820672 7.32 0.03 9736 92.78 4397 44309471
(90.76%)
T24h 3 56215976 55542038 8.33 0.03  97.15 9225 4424 50531894
(90.98%)
C24h 1 48074970 47315864 7.1 0.03 9742 9287 4424 43099261
(91.09%)
C24h 2 49773122 49051488 7.36 0.03  97.58 9323 44.11 44694606
(91.12%)
C24h 3 52282844 51442668 7.72 0.03 9754 93.19 4427 46805276
(90.99%)
T72h 1 47426446 46557026 6.98 0.03  97.14 9228 4447 40140793
(86.22%)
T72h 2 50975512 50026170 7.5 0.03 97.4 929 4404 44201743
(88.36%)
T72h 3 48841340 48073218 7.21 0.03 9722 9244 4431 42628791
(88.67%)
C72h 1 51330228 50127660 7.52 0.03 9737 9277 43.8 45542894
(90.85%)
C72h 2 71651004 70494396 10.57 0.03 9771 93.74 44.03 64269666
(91.17%)
C72h 3 61622244 60832450 9.12 0.03 97.78 93.87 4395 55464598
(91.18%)

Supplementary Table S2 Significantly differentially expressed genes (DEGS) in different time points



Supplementary Table S3 List of enriched Gene Ontology terms identified from all DEGs

Supplementary Table S4 The top 35 GO terms are listed based on the number of assigned

DEGs and P value

GOID Ontology  Term Number in Number in the g/m (%) P-value
input list(q) reference list (m)

Upregulated genes (12 hpi)
GO:0051716 BP cellular response to stimulus 30 2587 1.16 0.000148
G0:0043207 BP response to external biotic stimulus 23 1502 1.53 5.47E-05
GO0:0051707 BP response to other organism 23 1502 1.53 5.47E-05
G0:0009725 BP response to hormone 19 1757 1.08 0.0203
G0:0033554 BP cellular response to stress 18 1162 1.55 0.00054
GO0:0006955 BP immune response 13 748 1.74 0.00371
G0:00425%4 BP response to starvation 11 346 3.18 0.000139
G0:0009620 BP response to fungus 10 557 1.80 0.0178
G0:0010243 BP response to organonitrogen compound 9 445 2.02 0.0165
G0:0015706 BP nitrate transport 6 206 291 0.0277
G0:0001666 BP response to hypoxia 5 100 5.00 0.0101
G0:0017076 MF purine nucleotide binding 10 605 1.65 0.0283
GO0:0030554 MF adenyl nucleotide binding 10 448 2.23 0.00405
GO:0004601 MF peroxidase activity 8 100 8.00 1.56E-05
G0:0001067 MF regulatory region nucleic acid binding 4 21 19.05 0.000494
GO0:0051716 BP cellular response to stimulus 30 2587 1.16 0.000148
Upregulated gene (24 hpi)
G0:0010243 BP response to organonitrogen compound 74 445 16.63 1.18E-34
GO:0051716 BP cellular response to stimulus 181 2587 7.00 1.8E-32
G0:0043207 BP response to external biotic stimulus 124 1502 8.26 1.43E-27
G0:0051707 BP response to other organism 124 1502 8.26 1.43E-27
GO0:0006955 BP immune response 80 748 10.70 3.84E-24
GO:0009725 BP response to hormone 125 1757 7.11 5.47E-22
GO:0070887 BP cellular response to chemical stimulus 105 1312 8.00 5.84E-22
GO:0033554 BP cellular response to stress 97 1162 8.35 1.81E-21
GO:0009404 BP toxin metabolic process 40 225 17.78 2.35E-19
GO:0046942 BP carboxylic acid transport 43 276 15.58 1.35E-18
GO:0006865 BP amino acid transport 41 252 16.27 2.1E-18
GO:0015711 BP organic anion transport 43 298 14.43 2.49E-17
GO:0098754 BP detoxification 37 226 16.37 1.15E-16
GO:0015706 BP nitrate transport 34 206 16.50 2.13E-15
GO:0044248 BP cellular catabolic process 101 1535 6.58 3.44E-15
GO:0072657 BP protein localization to membrane 44 377 11.67 2.5E-14
GO:0080135 BP regulation of cellular response to stress 44 388 11.34 7.23E-14
G0O:0050776 BP regulation of immune response 45 428 10.51 5.42E-13
G0:0042446 BP hormone biosynthetic process 61 741 8.23 6.84E-13
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Supplementary Table S5 List of the differentially expressed metabolites (DEMs) in different time

points
Supplementary Table S6 qRT-PCR validation primers
Gene ID Primer Sequence (5°—3")
TEA026913 Forward (F) TCGGGTTTCTTCATCCCTAGAC

novel.17836

TEA012289

TEA025907

TEA019216

TEA001041

TEA030190

TEA026494

TEAO011776

TEA004708

Reverse (R)

o M ™ M X T ™ ™R ™™™ R ™SI TR T

CGTACCATTGGACAGTAGTGGA
ATGCACTCGAAGGACCAATC
GTCGACTAAGTTGTGCCATACC
GCAAGCGACCAAGTTTATGG
CTCTCTCTCTACTCGTCTGATCTC
CCACATGGTTGAGCCTAGAA
CAAGATCCGCATGGTTCTCT
GAGGCGCTCTGTAACATCTA
CCAAGGAAGTGGTCAGTGTA
GAAACGGGACATGGTGATAGAG
CAGAACGTGCCTCAACATCT
CGGCTGATAAGGCAAAGGAA
ACTCGAGGTAGTGGGAATCA
GACAGGTCATCCAGAGACAATC
CTGGAACACCAAGTCCTGATAG
CGGTAGGTCATGGTGACAAG
TTGGTTCGAGCAATGGTAGG
GAAACTGATGCAGGGCTTCT
GGGATGAACCATGGCTAACA
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Figure S1 Expression profile comparisons between the RNA-Seq and gRT-PCR data



