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Supplementary Table 1 Primer sequence for normal PCR.
	No.
	Gene name
	Forward primer sequence (5'→ 3')
	Reverse primer sequence (5'→ 3')

	1
	VIT_00s0252g00040
	CTGCATGAGTCTCTTAAACACG
	GTTATTGATCTGTGGTCCATGC

	2
	VIT_04s0044g01280
	AGAGAATGTCATCCATCGACTC
	CATAGAACCGACAGAGATAGGC

	3
	VIT_05s0062g00250
	AGCCTATGGAATGCGGATGA
	GTTTGAGGAGGTGGAGGTG

	4
	VIT_06s0004g06730
	GAAGTAAAGCTACTGATGGGGT
	CGAATATCAGCAATCCGGAAAG

	5
	VIT_05s0077g00500
	CCAAGGTTGGTGGAGAGGAT
	ACGATATCGCAGCTACCACT

	6
	VIT_06s0004g01250
	CCTATTTCAGCCTCCTTCCTAG
	TCCAAGAGAAGTAGGGGACTAA

	7
	VIT_07s0104g00930
	ACATCGATACCCATGTGCATAT
	TATTGCCACCAGAACTATCTCC

	8
	VIT_05s0062g00480
	ATCTCTAGAACTGTTTGGGTGG
	CCCATAATGGAGAGGAAACAAC

	9
	VIT_03s0063g00380
	CCTACGTACCCCAAGAGTAAAG
	GCTTCAATACTGGGGACTAGTT

	10
	VIT_00s0527g00030
	TTCACTTTGTGCTACAGCTTTC
	GATTTATTGTCACGCAGACCTC

	11
	VIT_07s0031g00220
	CGAGAGGAAGCTCCAAGTATAG
	TAATTGCAGCTTTGTCATAGGC

	12
	VIT_12s0142g00360
	 TAAGCGGATCGAGAACACCA
	GGCTGGAGAAGACGATGAGA

	13
	VIT_08s0007g01480
	TGGGAAACAGCTATCGATGATT
	ATTAGAATAAGCACGGCGTAGA

	14
	VIT_12s0059g00700
	TAGTGCAGTTTGGGAATGCG
	TTCCCGTAAGCAGACCACAT

	15
	VIT_02s0025g00360
	GGAGGATGATGCAACTTTCATC
	TTAAATCACACTGCGTGCTTAC

	16
	VIT_15s0046g01050
	GCTTCTTGGGAAACTAATTGCA
	CCTAACAAGAACTGAACTGCAC





[bookmark: _Hlk83592552]Supplementary Table 2. Summary of read data generated, quality control and mapping on the vitis vinifera genome for different samples of three flower types.
	Samples
	Clean reads
	Clean bases
	GC content
	Q30（%）
	Mapped Reads
	Uniquely mapped reads
	Multiple mapped reads

	[bookmark: _Hlk83592847]FS1-1
	35,072,390
	10,460,784,892
	46.92%
	89.21%
	28814955 (82.16%)
	28146125 (80.25%)
	668831 (1.91%)

	FS1-2
	33,289,127
	9,934,504,758
	46.41%
	89.08%
	28036329 (84.22%)
	27378264 (82.24%)
	658065 (1.98%)

	FS2-1
	31,912,591
	9,508,367,080
	47.16%
	90.12%
	25048639 (78.49%)
	24418864 (76.52%)
	629775 (1.97%)

	FS2-2
	24,143,185
	7,189,409,044
	46.54%
	91.20%
	20258453 (83.91%)
	19746711 (81.79%)
	511742 (2.12%)

	FS3-1
	34,577,903
	10,309,343,968
	46.29%
	89.46%
	28745992 (83.13%)
	28026922 (81.05%)
	719071 (2.08%)

	FS3-2
	27251953
	8,127,212,828
	46.64%
	89.59%
	22196285 (81.45%)
	21665339 (79.50%)
	530946 (1.95%)

	MS1-1
	34,721,924
	10,360,502,876
	46.44%
	93.05%
	29143745 (83.93%)
	28413376 (81.83%)
	730369 (2.10%)

	MS1-2
	35,750,397
	10,661,711,784
	46.13%
	92.69%
	30375189 (84.96%)
	29606192 (82.81%)
	768997 (2.15%)

	MS2-1
	31,178,630
	9,301,801,016
	47.21%
	92.29%
	24849034 (79.70%)
	24169697 (77.52%)
	679338 (2.18%)

	MS2-2
	31,213,860
	9,291,852,870
	46.68%
	93.17%
	25635954 (82.13%)
	24921859 (79.84%)
	714096 (2.29%)

	MS3-1
	34,905,725
	10,394,750,300
	46.69%
	89.27%
	28265008 (80.98%)
	27495983 (78.77%)
	769026 (2.20%)

	MS3-2
	38,482,329
	11,487,839,784
	46.83%
	88.74%
	30967311 (80.47%)
	30126556 (78.29%)
	840755 (2.18%)

	HS1-1
	34,651,419
	10,338,334,932
	46.33%
	89.44%
	29923712 (86.36%)
	29234886 (84.37%)
	688827 (1.99%)

	HS1-2
	32,555,738
	9,699,684,606
	46.24%
	89.74%
	28368161 (87.14%)
	27707721 (85.11%)
	660440 (2.03%)

	HS2-1
	37,521,061
	11,191,155,650
	46.40%
	89.56%
	31801649 (84.76%)
	31033519 (82.71%)
	768130 (2.05%)

	HS2-2
	36,299,424
	10,830,928,788
	46.63%
	89.57%
	30050830 (82.79%)
	29337191 (80.82%)
	713639 (1.97%)

	HS3-1
	22,028,667
	6,563,311,378
	46.32%
	89.03%
	18930141 (85.93%)
	18489191 (83.93%)
	440951 (2.00%)

	HS3-2
	26,015,766
	7,755,108,802
	46.26%
	89.15%
	22366709 (85.97%)
	21840845 (83.95%)
	525864 (2.02%)



