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	Group ID
	Transcriptome sequencing
	miRNA sequencing

	
	Raw Reads (bp)
	Clean Reads (bp)
	Mapping Rate
	Raw Reads Count
	Clean Reads Count
	Mapped with Genome

	CT12-1
	5,997,080,700
	5,596,136,371
	71.01%
	19,870,086
	12,942,881
	10,866,296

	CT12-2
	6,367,671,300
	5,901,637,528
	67.08%
	16,111,917
	10,394,603
	8,385,184

	CT12-3
	6,468,104,100
	5,994,754,189
	68.03%
	21,219,811
	15,574,586
	12,239,304

	EN12-1
	5,694,581,700
	5,314,711,150
	62.82%
	17,647,435
	13,066,529
	10,718,372

	EN12-2
	7,626,021,600
	7,093,832,227
	82.68%
	18,444,976
	13,216,249
	10,798,502

	EN12-3
	6,624,065,100
	6,192,907,172
	70.84%
	19,947,791
	12,774,124
	10,254,239

	VA12-1
	6,446,730,900
	5,994,282,022
	65.69%
	19,628,719
	14,549,891
	11,950,463

	VA12-2
	6,593,967,000
	6,122,249,669
	61.41%
	22,483,329
	15,989,819
	13,122,937

	VA12-3
	7,263,962,700
	6,774,507,502
	70.69%
	17,117,730
	12,369,618
	10,304,076

	CT24-1
	6,312,165,300
	6,053,466,513
	76.63%
	14,214,784
	10,071,514
	8,347,877

	CT24-2
	6,496,912,800
	6,454,542,836
	71.21%
	15,946,464
	11,450,268
	9,254,996

	CT24-3
	6,930,952,500
	7,792,801,010
	65.25%
	18,670,356
	14,218,584
	11,114,395

	EN24-1
	8,373,890,100
	7,809,843,830
	65.83%
	13,575,658
	9,307,569
	7,917,266

	EN24-2
	8,401,528,200
	7,348,254,632
	63.25%
	19,626,350
	14,691,652
	12,609,855

	EN24-3
	7,880,562,000
	6,481,260,303
	71.09%
	17,854,486
	12,226,392
	10,138,412

	VA24-1
	6,955,593,300
	7,910,455,300
	72.69%
	16,116,969
	11,683,516
	9,739,718

	VA24-2
	8,565,238,500
	7,854,752,509
	56.27%
	18,247,877
	11,733,937
	9,444,243

	VA24-3
	8,411,966,700
	6,053,466,513
	82.25%
	25,066,834
	16,273,743
	12,520,294






