Table S1 Primer sequences for qRT-PCR

	Gene ID
	Gene
	Forward Primer (5'-3')
	Reverse Primer (5'-3')

	c178043.graph_c0
	Actin
	TCAACTATGTTCCCTGGTATTGC
	CTCCCTTGGAAATCCACATCTG

	c184228.graph_c0
	PMM
	AAAGTTTGCCCACCTTAA
	GTCTTGTCCCAACCTTGA

	c176242.graph_c0
	APX
	AGAGGTGGAGCAAATGGA
	TAGCACTTGCCAACTGGA

	c172886.graph_c0
	APX
	ACAAATCAGAACCACCTCC
	GACCACCAGAAAGAGCAA

	c183820.graph_c4
	DFR
	CGCCAATCACTCGAACTG
	GAGCAAATGTAGCGTCCC

	c183720.graph_c1
	ANR
	TACCACTGCTAGAAACCCTG
	TTGGATTGCTGGCTTGAT

	c115942.graph_c0
	CHS
	GTGAGTCCTGGGCCAAAC
	TGGACGAAATGAGGAAGAA

	c183294.graph_c1
	CHS
	CTTGGACGAGATGAGGAG
	CCCATGACACTATGGAGC

	c183421.graph_c1
	4CL
	ACCAGGTCAGGTTCGTGT
	TCTCGCCAGGTTGATTGT

	c183995.graph_c4
	TIFY11B
	CAACAACTGATCCTCCCA
	ACGACCCTGTCTTTCCTC


Table S2 Sample sequencing data evaluation statistics

	Sample ID
	Sample description
	Clean Read Number
	Base Number
	GCcontent
	%≥Q30

	T01
	young fruit of ‘Adelinia’1
	25,979,777
	7,774,233,936
	44.31%
	94.53%

	T02
	young fruit of ‘Adelinia’2
	27,313,420
	8,170,838,340
	44.69%
	94.65%

	T03
	young fruit of‘Adelinia’3
	30,926,476
	9,259,735,530
	44.64%
	94.23%

	T04
	expansion fruit of ‘Adelinia’1
	23,092,664
	6,915,772,228
	45.30%
	94.71%

	T05
	expansion fruit of ‘Adelinia’2
	22,507,451
	6,737,772,216
	45.74%
	94.70%

	T06
	expansion fruit of ‘Adelinia’3
	27,253,354
	8,157,627,852
	45.24%
	94.67%

	T07
	veraison fruit of ‘Adelinia’1
	28,502,528
	8,527,639,066
	44.34%
	94.59%

	T08
	veraison fruit of ‘Adelinia’2
	24,836,060
	7,432,786,086
	44.75%
	94.19%

	T09
	veraison fruit of ‘Adelinia’3
	24,260,100
	7,258,555,524
	44.68%
	94.39%

	T10
	ripe fruit of ‘Adelinia’1
	28,075,220
	8,405,824,400
	44.47%
	94.70%

	T11
	ripe fruit of ‘Adelinia’2
	23,146,033
	6,926,650,812
	44.64%
	94.36%

	T12
	ripe fruit of ‘Adelinia’3
	25,205,059
	7,542,333,278
	44.67%
	94.18%

	T13
	young fruit of  ‘Heifeng’ 1
	23,955,234
	7,170,403,054
	44.74%
	94.94%

	T14
	young fruit of  ‘Heifeng’2
	24,807,011
	7,425,323,514
	44.83%
	94.46%

	T15
	young fruit of ‘Heifeng’3
	30,355,952
	9,082,513,136
	44.93%
	94.60%

	T16
	expansion fruit of ‘Heifeng’1
	29,191,355
	8,736,186,254
	46.17%
	94.15%

	T17
	expansion fruit of ‘Heifeng’2
	24,939,269
	7,463,166,004
	45.83%
	94.78%

	T18
	expansion fruit of ‘Heifeng’3
	28,628,625
	8,573,466,396
	45.79%
	94.24%

	T19
	veraison fruit of ‘Heifeng’1
	24,314,058
	7,278,637,032
	45.40%
	94.25%

	T20
	veraison fruit of ‘Heifeng’2
	24,486,646
	7,327,804,338
	44.88%
	94.08%

	T21
	veraison fruit of ‘Heifeng’3
	24,259,914
	7,260,324,846
	45.02%
	94.64%

	T22
	ripe fruit of ‘Heifeng’1
	27,177,221
	8,136,286,984
	44.40%
	94.14%

	T23
	ripe fruit of ‘Heifeng’2
	24,945,122
	7,468,084,016
	44.22%
	94.70%

	T24
	ripe fruit of ‘Heifeng’3
	25,650,493
	7,676,361,100
	44.46%
	94.66%


Note: Read Number is the total number of pair-end Reads in the valid data; Base Number is the total number of bases in the valid data; GC content is the percentage of both G and C bases in the valid data to the total number of bases; and %≥Q30 is the percentage of bases in the valid data with a quality value greater than or equal to 30.
Table S3 Assembly results
	Length
	Transcript
	Unigene

	200～300
	57,229（25.92%）
	52,041（44.56%）

	300～500
	33,915（15.36%）
	21,243（18.19%）

	500～1000
	45,755（20.73%）
	20,289（17.37%）

	1000～2000
	45,019（20.39%）
	13,592（11.64%）

	2000+
	38,839（17.59%）
	9,628（8.24%）

	Total number
	220,757
	116,793

	Total length
	249,208,632
	85,102,136

	N50 Length
	1,998
	1,342

	Average length
	1,128.88
	728.66


Table S4 Unigene Annotation Statistics Table

	Database
	Annotated Unigene number
	300≤Length
	Length≥1000

	COG
	23,788
	7,307
	8,257

	GO
	41,786
	12,715
	13,000

	KEGG
	22,044
	7,331
	7,701

	KOG
	35,830
	11,140
	12,554

	Pfam
	41,872
	13,068
	16,740

	Swissprot
	29,652
	9,286
	13,041

	eggNOG
	64,522
	19,615
	19,607

	NR
	66,902
	20,516
	19,977


