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	[bookmark: _Hlk137802957]Gene ID
	Annotation
	Forward sequence
	Reverse sequence

	BrActin
	internal reference gene
	ATCTACGAGGGTTATGCT
	CCACTGAGGACGATGTTT

	Bra030997
	NBS-LRR
	GAAGGACAGTGAACAAGGGC
	TGAAAGCAAAGCGTGAGAAG

	Bra018999
	NBS-LRR
	ACCGACACAAAGAGAAACATTG
	CTTTAGAAGTGAGAATCGCACG

	Bra040841
	NBS-LRR
	AGAAAACGGTAGCATCACAGAC
	CAAACGAAATCCAAATCATAAG

	Bra036986
	pathogenesis-related protein
	TGTTGAAGCAGTTAACATGTGG
	CCACTCGCCTACAATATTACCT

	Bra036988
	pathogenesis-related protein
	TTCCTTGTTTTCATTGTTCCTC
	TCACCTCTACGCTGGTTTGCGT

	Bra036981
	pathogenesis-related protein
	TTTTTGGACGCTCATAACCAAG
	CCACATGTTAACTGCTTCAACA

	Bra036982
	pathogenesis-related protein
	ACGAGCAGGCTGACTACGATTA
	GCAAGTGATGAAGGTTTGACCA

	Bra034581
	pathogenesis-related protein
	AATCTCGCTTGGAATAGTGCTA
	AGCTTAAGCACTTTGTTAACGG

	Bra038726
	chitinase
	CTTAAACATAGGAACGATGCCG
	GTTGCAGAAGCTTGGGAAATAT

	Bra032809
	POD
	TGCTACCGGTGTAAGTTTACAT
	ATTCCATCGACTCTTAGCCAAT

	Bra024972
	POD
	TCACGGGATGTTCAAGAAAAAC
	GGTCACTAAACTCTTTGCAGTG

	Bra022090
	POD
	CTCGAATCCAAAGCCCATAAAG
	ATTTTTCTTGAACATCCCGTGG

	Bra004873
	SA
	CAATCCTGCTTTGTATGGTGAG
	CTTGTCAAAAGGAGGAACCATG

	Bra018271
	JA
	AGTGAGGATGAGAAGGTGATTC
	GTGAAATTAAAGGCCAGGCTAG

	Bra040746
	JA
	TATCGGCTTGTTTGATTCGTTC
	TCCATCACTGTCACATGAAGAA


Table S1. Gene information and qRT-PCR primer sequence



Table S2. Statistics of sequencing volume of samples
	[bookmark: _Hlk137800153]Sample
	Raw reads number
	Clean reads number
	Clean data rate (%)

	CK-1
	24,136,995
	24,059,413
	99.67

	CK-2
	24,136,178
	24,056,904
	99.67

	CK-3
	24,136,574
	24,068,470
	99.71

	T-1
	22,036,030
	21,941,957
	99.57

	T-2
	24,136,734
	24,063,762
	99.69

	T-3
	24,136,552
	24,076,322
	99.75





Table S3. Top 20 enriched KEGG pathways 
	Pathway
	The number of DEGs 
	Pathway ID

	Metabolic pathways
	272 (30.56%)
	ko01100

	Biosynthesis of secondary metabolites
	157 (17.64%)
	ko01110

	Plant hormone signal transduction
	60 (6.74%)
	ko04075

	Photosynthesis
	50 (5.62%)
	ko00195

	Plant-pathogen interaction
	48 (5.39%)
	ko04626

	Carbon metabolism
	39 (4.38%)
	ko01200

	Phenylpropanoid biosynthesis
	36 (4.04%)
	ko00940

	Circadian rhythm-plant
	33 (3.71%)
	ko04712

	Endocytosis
	28 (3.15%)
	ko04144

	Biosynthesis of amino acids
	25 (2.81%)
	ko01230

	Photosynthesis-antenna proteins
	23 (2.58%)
	ko00196

	RNA transport
	21 (2.36%)
	ko03013

	Glyoxylate and dicarboxylate metabolism
	19 (2.13%)
	ko00630

	Glycolysis/Gluconeogenesis
	19 (2.13%)
	ko00010

	Carbon fixation in photosynthetic organisms
	18 (2.02%)
	ko00710

	Protein processing in endoplasmic reticulum
	18 (2.02%)
	ko04141

	Stilbenoid, diarylheptanoid and gingerol biosynthesis
	17 (1.91%)
	ko00945

	Starch and sucrose metabolism
	17 (1.91%)
	ko00500

	Ribosome
	15 (1.69%)
	ko03010

	Flavonoid biosynthesis
	14 (1.57%)
	ko00941


[bookmark: _Hlk137800177]


Table S4. Gene statistics of DEGs in resistance-related genes
	[bookmark: _Hlk137800217]Gene
	Annotation
	log2Ratio(T/CK)
	Gene
	Annotation
	log2Ratio(T/CK)

	Bra030997
	NBS-LRR
	2.807354922
	Bra004808
	Autophagy
	-0.071775263

	Bra018999
	NBS-LRR
	2.402098444
	Bra001197
	Autophagy
	0.304153393

	Bra025057
	NBS-LRR
	1.005242992
	Bra021999
	Autophagy
	0.250808104

	Bra037123
	NBS-LRR
	1.331843564
	Bra014522
	Autophagy
	-0.293314207

	Bra020861
	NBS-LRR
	1.041820176
	Bra037974
	Autophagy
	-0.298523491

	Bra011666
	NBS-LRR
	1.11189288
	Bra013172
	Autophagy
	-0.132844349

	Bra036206
	NBS-LRR
	1.1138199
	Bra008564
	Autophagy
	-0.378994749

	Bra002117
	NBS-LRR
	1.078002512
	Bra029509
	Autophagy
	0.15765972

	Bra013698
	NBS-LRR
	1.064572001
	Bra027227
	Autophagy
	-0.063517598

	Bra010663
	NBS-LRR
	1
	Bra027382
	Autophagy
	-0.066503306

	Bra039798
	NBS-LRR
	-1.078002512
	Bra012710
	Autophagy
	0.368250895

	Bra035424
	NBS-LRR
	-1.120294234
	Bra037564
	Autophagy
	0.091487031

	Bra016785
	NBS-LRR
	-1.068479738
	Bra040738
	Autophagy
	-0.173867871

	Bra034079
	NBS-LRR
	-1.221053493
	Bra019602
	Autophagy
	-0.067965595

	Bra040841
	NBS-LRR
	-2.343954401
	Bra029653
	Autophagy
	0.011514843

	Bra039483
	NBS-LRR
	-1.48573349
	Bra013578
	Autophagy
	-0.104157231

	Bra036986
	pathogenesis-related protein
	2.344005
	Bra019407
	Autophagy
	0.095026607

	Bra036988
	pathogenesis-related protein
	2.142659
	Bra007495
	Autophagy
	-0.25558048

	Bra036981
	pathogenesis-related protein
	2.755496
	Bra017973
	Autophagy
	-1.197939378

	Bra036982
	pathogenesis-related protein
	2.02411
	Bra029513
	calcium-dependent protein
	1.484723

	Bra036984
	pathogenesis-related protein
	1.799496
	Bra026489
	calcium-dependent protein
	-1.026786

	Bra034581
	pathogenesis-related protein
	2.04477
	Bra005073
	calcium-dependent protein
	-1.451696

	Bra023609
	Autophagy
	0.363617408
	Bra038726
	chitinase
	2.996238

	Bra003466
	Autophagy
	0.121523171
	Bra033318
	chitinase
	1.028591

	Bra021714
	Autophagy
	0.033101633
	Bra027940
	chitinase
	1.75248

	Bra020749
	Autophagy
	0.025535092
	Bra023009
	chitinase
	1.706269


[bookmark: _Hlk137800242]


Table S5. Differentially expressed genes in peroxidase singling
	[bookmark: _Hlk137800249]Gene
	ID of A. thaliana
	A. T. annotations
	log2Ratio(T/CK)

	Bra032809
	AT1G24350
	Biological process unknown
	3.584962501

	Bra024972
	AT5G47000
	"Peroxidase, putative"
	3.321928095

	Bra022090
	AT5G47000
	"Peroxidase, putative"
	2.415037499

	Bra006423
	AT5G17820
	Peroxidase 57 (PER57) (P57) (PRXR10)
	1.584962501

	Bra024102
	AT4G30170
	"Peroxidase, putative"
	1.264000411

	Bra030026
	AT1G24350
	Biological process unknown.
	1.217983571

	Bra008715
	AT5G15180
	"Peroxidase, putative"
	1.17552822

	Bra015403
	AT1G05250
	"Peroxidase, putative"
	1.032715575

	Bra011475
	AT4G33870
	Peroxidase
	-0.938523491

	Bra013938
	AT4G25980
	"Cationic peroxidase, putative"
	-1.736965594

	Bra000113
	AT2G39040
	"Peroxidase, putative"
	-1.355480655

	Bra036764
	AT1G35720
	ANNAT1, OXY5, ATOXY5
	-1.281329766

	Bra017830
	AT4G37520
	peroxidase 50 (PER50) (P50) (PRXR2)
	-1.191969501

	Bra034402
	AT1G35720
	"ANNAT1, OXY5, ATOXY5”
	-1.156167403

	Bra033090
	AT3G29200
	"CM1, ATCM1; CM1 (CHORISMATE MUTASE 1); L-ascorbate peroxidase/ chorismate mutase"
	-1.114486015

	Bra016930
	AT2G41480
	electron carrier/ heme binding / peroxidase
	-1.069278948

	Bra032476
	AT1G05250
	"Peroxidase, putative"
	-1


[bookmark: _Hlk137800268]


Table S6. Differentially expressed genes about SA, JA/ET signal transduction
	[bookmark: _Hlk137800283]
	Gene
	ID of A. thaliana
	A. T. annotations
	log2Ratio (T/CK)

	SA
	Bra004873
	AT2G44840
	salicylic acid carboxyl methyltransferase
	4.530999673

	
	Bra033964
	AT1G68040
	salicylic acid carboxyl methyltransferase
	-1.112474729

	
	Bra004277
	AT1G68040
	salicylic acid carboxyl methyltransferase
	-1.645043105

	JA
	Bra018271
	AT2G31230
	jasmonate esterase
	2.445594291

	
	Bra009300
	AT5G07010
	ATST2A, ST2A
	1.025427931

	
	Bra040746
	AT4G16690
	ATMES16, MES16, methyl jasmonate esterase
	-2.572578776

	ET
	Bra022832
	AT2G31230
	Ethylene-responsive element binding factor 15
	1.18889028

	
	Bra000048
	AT3G51770
	ETHYLENE OVERPRODUCER 1
	-1.099535674





[image: ]
Figure S1. Standard curve of salicylic acid (SA) and jasmonate acid (JA) samples.
[image: ]
Figure S2. HPLC chromatogram of salicylic acid (SA) and Jasmonic acid (JA) content. a and b; The SA content in control (CK) and treated (T, inoculated with P. brassicae) roots of Chinese cabbage at the initial infection stage. c and d; The JA content in control (CK) and treated (T, inoculated with P. brassicae) roots of Chinese cabbage at the initial infection stage.
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