Table S3 Statistics of transcriptomic sequencing data
	Sample
	Total Raw Reads (M)
	Total Clean Reads (M)
	Total Clean Bases (Gb)
	Clean Reads Q20(%)
	Clean Reads Q30(%)
	GC(%)

	W1
	23.36
	22.1
	6.63
	98.95
	96.59
	42.39

	W2
	23.04
	22.11
	6.63
	98.84
	96.18
	42.61

	W3
	22.88
	22.05
	6.62
	98.8
	96.06
	42.35

	W4
	23.04
	22.11
	6.63
	98.82
	96.16
	42.55

	WS1
	23.04
	22.03
	6.61
	98.78
	96.02
	42.54

	WS2
	23.52
	22.11
	6.63
	98.88
	96.34
	42.54

	WS3
	23.36
	22.15
	6.64
	98.81
	96.1
	42.34

	WS4
	23.04
	22.06
	6.62
	98.74
	95.88
	42.51

	HS1
	23.2
	22.1
	6.63
	98.82
	96.16
	42.66

	HS2
	22.88
	22.09
	6.63
	98.88
	96.33
	42.61

	HS3
	22.88
	22.13
	6.64
	98.8
	96.06
	42.4

	HS4
	22.88
	22.04
	6.61
	98.85
	96.25
	42.55



