 Supplementary Table 1. Quality control results of transcriptomic data from 19 samples
	ID
	Raw reads
	Raw bases
	Clean reads
	Clean bases
	Error rate
(%)
	Q20
(%)
	Q30
(%)
	GC content
(%)

	A-1
	43948488
	6636221688
	43543090
	6542253130
	0.0127
	98.25
	94.77
	51.8

	A-2
	44625362
	6738429662
	44298084
	6659645918
	0.0122
	98.58
	95.68
	51.37

	B-1
	42769848
	6458247048
	42417556
	6378427614
	0.0125
	98.41
	95.16
	52.69

	B-2
	44068442
	6654334742
	43714460
	6577386404
	0.0124
	98.45
	95.32
	50.79

	C-1
	43700376
	6598756776
	43322888
	6515135096
	0.0126
	98.32
	94.96
	50.4

	C-2
	42271308
	6382967508
	41873246
	6283880900
	0.0125
	98.36
	95.09
	53.11

	D-1
	44168840
	6669494840
	43750308
	6570159056
	0.0127
	98.26
	94.79
	51.34

	D-2
	44474090
	6715587590
	44107684
	6628534150
	0.0124
	98.43
	95.24
	52.1

	E-1
	42553858
	6425632558
	42197626
	6349473983
	0.0127
	98.28
	94.76
	51.3

	E-2
	40479976
	6112476376
	40129058
	6029358145
	0.0127
	98.3
	94.9
	50.85

	F-1
	42480482
	6414552782
	42122082
	6326000072
	0.0126
	98.35
	95.02
	51.49

	F-2
	40834948
	6166077148
	40508484
	6093297845
	0.0127
	98.3
	94.87
	51.21

	G-1
	43809194
	6615188294
	43317182
	6516093792
	0.0133
	97.91
	93.88
	46.61

	H-1
	42877946
	6474569846
	42514772
	6385419676
	0.0124
	98.43
	95.26
	52.7

	I-1
	42411956
	6404205356
	41890840
	6297308452
	0.013
	98
	94.32
	46.23

	J-1
	48116724
	7265625324
	47697606
	7172960238
	0.0125
	98.38
	95.12
	50.44

	K-1
	48919772
	7386885572
	48427546
	7284064091
	0.0129
	98.16
	94.56
	47.2

	L-1
	42770830
	6458395330
	42334896
	6362824528
	0.0129
	98.11
	94.47
	46.72

	M-1
	41100434
	6206165534
	40755270
	6118585953
	0.0125
	98.42
	95.21
	51.91



