Table S6 Number of total clean reads of the 18 samples mapped to reference sequences

	Samples
	Total mapped reads percentage (%)
	Unique match percentage (%)
	Multi-position match percentage (%)
	Total unmapped reads percentage (%)

	L2-1
	86.93
	54.51
	32.42
	13.07

	L2-2
	87.05
	54.55
	32.50
	12.95

	L2-3
	86.92
	54.57
	32.36
	13.08

	L4-1
	87.71
	55.77
	31.93
	12.29

	L4-2
	87.81
	55.80
	32.01
	12.19

	L4-3
	87.90
	55.74
	32.16
	12.10

	L6-1
	88.16
	56.25
	31.91
	11.84

	L6-2
	88.44
	56.28
	32.16
	11.56

	L6-3
	88.26
	56.29
	31.96
	11.74

	H2-1
	86.54
	53.89
	32.65
	13.46

	H2-2
	86.78
	54.09
	32.69
	13.22

	H2-3
	86.66
	53.90
	32.76
	13.34

	H4-1
	86.39
	53.76
	32.63
	13.61

	H4-2
	86.66
	53.86
	32.80
	13.34

	H4-3
	86.43
	53.70
	32.73
	13.57

	H6-1
	86.43
	53.96
	32.47
	13.57

	H6-2
	86.64
	53.99
	32.65
	13.36

	H6-3
	86.69
	53.92
	32.77
	13.31


Note: L2, L4 and L6 respectively represents the samples from the plants under 19°C treatment for 2 d, 4 d, and 6 d; H2, H4 and H6 respectively represents the samples from the plants under 23°C treatment for 2 d, 4 d, and 6 d.

