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[bookmark: _Hlk55379478][bookmark: _Hlk73560575]Fig. S1 LC-MS analysis of the crude extract from leaves of Actinidia arguta in positive ion mode. 
















[bookmark: _Hlk73560549]Figure S2. LC-MS2 spectra of [M+H]+ ion for the ten constituents

[image: ]
Figure S3. The GO functional annotation of DEGs.

	[bookmark: _Toc448871095]Gene
	Description
	Sequences（5' - 3'）
	Amplicon（bp）

	Actin
	Forward
	CCAAGGCCAACAGAGAGAAG
	

	
	Reverse
	GACGGAGGATAGCATGAGGA
	

	Aa-F3H1
	Forward
	TCCACCAAAACCCACCTTTCTT
	100

	
	Reverse
	GCACATTGTACGCCGCCTTT
	

	Aa-F3H2
	Forward
	TAGGGGCTAAGGGAGTTGAAGAG
	169

	
	Reverse
	CCAATAAGGCAAGTGACCACCA
	

	Aa-CHS1
	Forward
	CTCACAAAGCTCCTCGGCCT
	142

	
	Reverse
	AGCAGACGACCAGTACACGG
	

	Aa-CHS2
	Forward
	GCGTGCGTGCTGTTCATACT
	106

	
	Reverse
	GGCCCAAACCCAAAGAGCAC
	

	Aa-ANS
	Forward
	TCCCAGAGACAGTTTCCGAG
	115

	
	Reverse
	AAGACTCATTTAGCCCCGAG
	

	Aa-FLS1
	Forward
	CGCGACCTCTCACAGTTGGA
	237

	
	Reverse
	AAGAGAAGAGCCCTGCCCAG
	

	Aa-ANR
	Forward
	ACACTAGGGCAACTGAGGTC
	263

	
	Reverse
	TAGGGTTCGGTGGAGTCAAG
	

	Aa-LAR1
	Forward
	TCTGAGTTTGGGCACGACGT
	217

	
	Reverse
	TGCCGTCGCCGTAAATTTGG
	

	Aa-LAR2
	Forward
	CCACACGCCATATTTGCCAT
	108

	
	Reverse
	TACCGGCTCAGCAGTCATAA
	

	Aa-DFR
	Forward
	GGAGACGAACCTGACCCTGT
	259

	
	Reverse
	AGGCTGTTGATGCTCCTGGA
	

	Aa-F3'5'H1
	Forward
	AGCCGTCGTGTATTTGCAAC
	135

	
	Reverse
	GCCTTGTAAGTCCAACCACG
	

	Aa-F3'5'H2
	Forward
	GATTGCACCCATCAACGCCC
	269

	
	Reverse
	AATTCCCAACCTAGCCCCGG
	　


Table S1 Gene specific primers and probes used for qRT-PCR analysis


Table S2 Overview of the sequencing and assembly of the transcriptome
	
	Min Length
	Mean Length
	Median Length
	Max Length
	N50
	Total Nucleotides 

	Unigenes
	201
	798
	439
	14 752
	1 380
	56 381 590




 Table S3 N50 transcripts or unigenes obtained from six samples
	Sample
	Raw Reads
	Clean Reads
	Clean Bases
	Q20（%）
	Q30（%）
	GC content（%）

	CK-1 
	51368378 
	49820082 
	7.71 G
	96.75 
	92.24
	47.77 

	CK-2 
	51379374 
	50062510 
	7.71 G
	97.06 
	92.89 
	47.71 

	CK-3 
	42438048 
	41523120 
	6.37 G
	97.35 
	93.38 
	47.81 

	T1-1 
	47308776 
	45737432 
	7.10 G
	96.62 
	92.07 
	46.53 

	T1-2 
	51993670 
	50570476 
	7.80 G
	97.01
	92.83
	46.17

	T1-3 
	55350746 
	53927200 
	8.30 G
	97.08
	92.95
	46.67

	Note: Q20 and Q30 percentage are proportion of nucleotides with quality value larger than 20 and 30, respectively; GC percentage is proportion of guanidine and cytosine nucleotides among total nucleotides








	Table S4 Length distribution of the unigene assembly in A. arguta cv. Changjiang No. 1 leaves and fruits transcriptome

	
	200 - 500 bp
	500 -1kbp
	1k - 2 kbp
	> 2 kbp
	Total

	Number of unigenes
	39 054
	14 108
	11 055
	6 414
	70 631









Table S5 Pathways of differentially expressed genes were significantly enriched with Padj≤0.05
	Pathway
	Pathway ID
	DEGs with pathway annotation
	All genes with pathway annotation
	Padj≤0.05

	Plant-pathogen interaction
	ko04626
	216（6.06%）
	332（4.27%）
	7.293E-11

	Plant hormone signal transduction
	ko04075
	239（6.70%）
	377（4.85%）
	1.096E-10

	Phenylpropanoid 
	ko00940
	116（3.25%）
	159（2.05%）
	1.096E-10

	Flavonoid biosynthesis
	ko00941
	36（1.01%）
	47（0.60%）
	0.0005427

	Stilbenoid, diarylheptanoid and gingerol biosynthesis
	ko00945
	22（0.62%）
	26（0.33%）
	0.0013477

	Phenylalanine metabolism
	ko00360
	46（1.29%）
	66（0.85%）
	0.0015999

	Linoleic acid metabolism
	ko00591
	21（0.59%）
	25（0.32%）
	0.0017915

	Diterpenoid biosynthesis
	ko00904
	25（0.70%）
	32（0.41%）
	0.003185

	Starch and sucrose metabolism
	ko00500
	170（4.77%）
	304（3.91%）
	0.0031995

	Pentose and glucuronate interconversions
	ko00040
	68（1.91%）
	111（1.43%）
	0.0096659

	Fatty acid elongation
	ko00062
	32（0.90%）
	46（0.59%）
	0.0114

	Cutin, suberine and wax biosynthesis
	ko00073
	28（0.78%）
	40（0.51%）
	0.0185646

	Fatty acid metabolism
	ko01212
	94（2.64%）
	164（2.11%）
	0.0195468

	Tryptophan metabolism
	ko00380
	37（1.04%）
	58（0.75%）
	0.0408928

	Ribosome
	ko03010
	282（7.91%）
	551（7.09%）
	0.0489064
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