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	Tissue Type
	Sample Code
	No. of Reads
(Millions)
	Uniquely Mapped
(%)
	Condition

	Root seedling
	1R1
	10.10
	72.27
	Untreated

	Root seedling
	1R2
	10.30
	69.88
	Untreated

	Root seedling
	1R3
	10.60
	70.39
	Untreated

	Root seedling
	3R1
	12.15
	53.42
	Treated

	Root seedling
	3R2
	12.47
	49.06
	Treated

	Root seedling
	3R3
	09.36
	56.38
	Treated

	Leaves seedling
	1S1
	33.08
	42.22
	Untreated

	Leaves seedling
	1S2
	37.40
	41.59
	Untreated

	Leaves seedling
	1S3
	33.62
	42.73
	Untreated

	Leaves seedling
	3S1
	26.88
	44.31
	Treated

	Leaves seedling
	3S2
	26.09
	49.24
	Treated

	Leaves seedling
	3S3
	31.25
	47.58
	Treated

	Leaves mature
	2S1
	16.53
	40.31
	Untreated

	Leaves mature
	2S2
	14.76
	58.62
	Untreated

	Leaves mature
	2S3
	16.27
	57.48
	Untreated

	Leaves mature
	4S1
	22.70
	44.48
	Treated

	Leaves mature
	4S2
	24.36
	46.59
	Treated

	Leaves mature
	4S3
	24.33
	41.78
	Treated




