[bookmark: _Hlk176530607][bookmark: _Hlk161192469][bookmark: _Hlk170499077]Supplement. Tab. 1 Sample RNA quality
	sample name
	concentration（ng/μL）
	volume（μL）
	gross（μg）
	testing result

	CK-1
	667.00
	35.00
	23.35
	[bookmark: OLE_LINK1]up to standard

	CK-2
	618.00
	35.00
	21.63
	up to standard

	CK-3
	533.00
	35.00
	18.66
	up to standard

	NE-1
	663.00
	35.00
	23.21
	up to standard

	NE-2
	602.00
	35.00
	21.07
	up to standard

	NE-3
	555.00
	35.00
	19.43
	up to standard


Note: CK is water-treated sprouted 18 h mustard seeds; NE is n-butanol phase extract-treated sprouted 18 h mustard seeds. Same as below.
[bookmark: _Hlk176530704]
Supplement. Tab. 2 Statistical results of sequencing data
	Sample
	Raw Reads
	Clean Reads
	Clean Base（G）
	Error Rate（%）
	Q20（%）
	Q30（%）
	GC Content（%）

	CK-1
	53710984
	49262146
	7.39
	0.01
	99.14
	97.19
	48.21

	CK-2
	53461170
	47416008
	7.11
	0.01
	99.13
	97.2
	48.41

	CK-3
	92472510
	77055590
	11.56
	0.01
	99.13
	97.21
	48.46

	NE-1
	62290460
	51881362
	7.78
	0.01
	99.11
	97.14
	48.7

	NE-2
	50091390
	43820984
	6.57
	0.01
	99.16
	97.26
	48.38

	NE-3
	52895676
	45354030
	6.8
	0.01
	99.14
	97.23
	48.51


Note: Sample: sample name; Raw Reads: number of raw reads; Clean Reads: number of high-quality reads after raw data filtering; Clean Bases: total number of bases in high-quality reads; Error Rate: overall sequencing error rate; Q20: percentage of bases with a Qphred value of not less than 20 in total number of bases; Q30: percentage of bases with a Qphred value of not less than 30 in total number of bases;
[bookmark: _Hlk176530916]
Supplement. Tab. 3 Genome comparison statistical results
	Sample
	Total Reads
	Reads mapped
	Unique mapped
	Multi mapped

	CK-1
	49262146
	42511713(86.30%)
	38664258(78.49%)
	3847455(7.81%)

	CK-2
	47416008
	40991843(86.45%)
	36314978(76.59%)
	4676865(9.86%)

	CK-3
	77055590
	66569383(86.39%)
	59175533(76.80%)
	7393850(9.60%)

	NE-1
	51881362
	44730890(86.22%)
	39967057(77.04%)
	4763833(9.18%)

	NE-2
	43820984
	37585596(85.77%)
	33827911(77.20%)
	3757685(8.58%)

	NE-3
	45354030
	38975530(85.94%)
	34574825(76.23%)
	4400705(9.70%)


Note: Total Reads: total number of clean reads; Reads mapped: number of reads matched to the reference genome; Unique mapped: number of reads uniquely matched to the reference genome; Multi mapped: number of reads multiply matched to the reference genome.







Supplement. Tab. 4 qRT-PCR primer sequence
	Gene name
	primer sequence（5’-3’）

	BjuZEP1
	F: TTGTTGGCGGAGGAGGAGAAG

	
	R: CAAGGCGTTGCTCTGAATCTGA

	BjuZEP2
	F: AGAAGCGAACACGGAACCTATC

	
	R: AGTATCAAGCAGCCTGAAGCAA

	BjuNCED7
	F: AAGATCGGTGAGTCCGATGC

	
	R: CATGGAGCGGAGAGAAGTGG

	BjuNCED6
	F: CCGGAGGGAGAAGGAGAAGA

	
	R: AACGTTCCGTGGAAACCGTA

	BjuNCED9
	F: CGACGGAGACGGTATGATTCAC

	
	R: GTTAGCCACGCCGAGTCCTT

	BjuNCED5
	F: CGGAGACTGATGAGGTTGTTGT

	
	R: CGGTTCGGCTATGGCTAGGTA

	BjuCYP707A1
	F: ATGCCTGTAAACCTCCCTGGAA

	
	R: ACTCGCCGTGGTATCTCTAGC

	Bj25SrRNA
	F: CGGTTCCTCTCGTACTAGGTTGA

	
	R: CCGTCGTGAGACAGGTTAGTTTT



[bookmark: _Hlk176530378]








Supplement. Tab. 5 The main compounds in petroleum ether phase extract
	Retention time /min
	compound
	molecular formula
	relative amount/%
	classify

	5.026
	Cyclotrisiloxane, hexamethyl-
	C6H18O3Si3
	19.405%
	Siloxane

	6.656
	Oxime-, methoxy-phenyl-_
	C7H7NO
	10.797%
	Oximes

	8.219
	Cyclotetrasiloxane, octamethyl-
	C8H24O4Si4
	1.781%
	siloxane

	10.795
	Cyclopentasiloxane, decamethyl-
	C10H30O5Si5
	5.865%
	siloxane

	20.602
	n-Hexadecanoic acid
	C16H32O2
	12.548%
	lipid

	20.687
	1,2-Benzenedicarboxylic acid, butyl 2-ethylhexyl ester
	C20H30O4
	4.638%
	esters

	22.058
	Phytol
	C20H40O
	13.653%
	terpene

	22.301
	linolenic acid
	C18H30O2
	8.689%
	lipid





Supplement. Tab. 6 The main compounds in ethyl acetate phase extract
	Retention time /min
	compound
	molecular formula
	relative amount/%
	classify

	13.021
	2-methylnaphthalene
	C11H10
	2.75
	alkanes

	13.27
	1-methylnaphthalene
	C11H10
	3.19
	alkanes

	14.515
	2,7-dimethylnaphthalene
	C11H11
	1.36
	alkanes

	14.719
	Naphthalene, 1,3-dimethyl-
	C11H11
	0.84
	alkanes

	20.744
	Dibutyl phthalate
	C16H22O4
	83.60
	esters

	22.403
	Ambrosin
	C15H18O3
	6.58
	terpene

	24.504
	Diisooctyl adipate
	C22H42O4
	1.68
	esters



Supplement. Tab. 7 The main compounds in the n-butanol phase extract
	Retention time /min
	compound
	molecular formula
	relative amount/%
	classify

	5.382
	1-Butanol, 2-methyl-, (S)-
	C5H12O
	0.067
	alcohol

	7.851
	2-Ethylhexanal
	C8H16O
	1.018
	aldehydes

	8.48
	butyl butyrate
	C₈HO₂
	20.300
	esters

	8.61
	2-ethyl-2-hexenal
	C8H14O
	35.557
	aldehydes

	8.978
	1-Hexanol, 2-ethyl-
	C8H18O
	0.441
	alcohol

	10.201
	Dibutoxy(dimethyl)silane
	C10H24O2Si
	1.985
	silane

	12.352
	Butane, 1,1-dibutoxy-
	C8H18O
	11.200
	ethers

	24.492
	dioctyl adipate
	C22H42O4
	1.202
	esters




















Supplement. Tab. 8 The main compounds in the water phase extract
	Retention time /min
	compound
	molecular formula
	relative amount/%
	classify

	4.346
	N,N-Dimethylaminoethanol
	C4H11NO
	0.693
	amine

	4.997
	Cyclotrisiloxane, hexamethyl-
	C6H18O3Si3
	1.010
	siloxane

	6.249
	2-Propenamide
	C3H5NO
	0.796
	amine

	6.662
	Pyrazine, 2,5-dimethyl-
	C6H8N2
	1.476
	amine

	6.888
	methoxybenzoxime
	C9H11NO3
	4.323
	Oximes

	7.013
	Butyrolactone
	C4H6O2
	1.602
	esters

	10.841
	4H-Pyran-4-one, 2,3-dihydro-3,5-dihydroxy-6-methyl-
	C6H8O4
	2.246
	ketone

	11.973
	octamethylcyclotetrasiloxane
	C8H24O4Si4
	6.443
	siloxane

	13.23
	2-Methoxy-4-vinylphenol
	C9H10O2
	0.980
	phenols

	13.298
	Cyclohexasiloxane, dodecamethyl-
	C12H36O6Si6
	0.262
	siloxane

	16.65
	3-Methyl-4-phenyl-1H-
pyrrole
	C14H15NO2
	0.268
	amine

	17.754
	Pyroquilon
	C11H11NO
	0.812
	ketone



[bookmark: _Hlk181817751][image: ]
Supplement. Fig. 1 Total ion flow chromatograms of various solvent extracts of C.xanthiifolia. Note: Total ion flow chromatograms of extracts from the PE, EE, NE and WE are shown in panels a, b, c, and d.



Supplement. Tab. 9 Screening of key genes in ABA synthesis and metabolism pathway
	Genes (ID)
	gene name

	BjuA07g14460S
	BjuZEP1

	BjuB06g43900S
	BjuZEP2

	BjuA04g29190S
	BjuNCED7

	BjuA07g07380S
	BjuNCED6

	BjuA07g36950S
	BjuNCED9

	BjuA09g28340S
	BjuNCED5

	BjuA01g34620S
	BjuCYP707A1
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