Table S1. Sequencing data processing statistical results.
	Sample
	Raw PE
	Combined
	Qualified
	Nochime
	Base(nt)
	AvgLen(nt)
	Q20
	Q30
	GC%
	Effective%

	FR.1
	78,920
	78,592
	78,247
	59,978
	22,494,779
	375
	98.49
	94.54
	52.37
	76.00

	FR.2
	81,398
	80,697
	80,102
	62,612
	23,449,361
	375
	98.50
	94.52
	52.91
	76.92

	FR.3
	87,256
	86,974
	86,487
	83,096
	31,397,205
	378
	98.50
	94.55
	53.44
	95.23

	S1.1
	86,150
	86,107
	85,635
	70,206
	26,979,106
	384
	98.41
	94.20
	59.87
	81.49

	S1.2
	81,297
	80,548
	79,943
	49,734
	18,544,682
	373
	98.59
	94.89
	52.75
	61.18

	S1.3
	80,333
	79,753
	79,262
	63,697
	23,847,650
	374
	98.39
	94.24
	51.87
	79.29

	S2.1
	81,934
	81,271
	80,617
	52,952
	20,076,409
	379
	98.40
	94.31
	54.34
	64.63

	S2.2
	87,732
	86,931
	86,194
	51,796
	19,590,350
	378
	98.36
	94.25
	54.43
	59.04

	S2.3
	81,025
	80,426
	79,903
	48,000
	18,186,461
	379
	98.39
	94.54
	55.51
	59.24


[bookmark: _GoBack]Table S1. Raw PE indicates original PE reads; Combined is a sequence of spliced Tags; Qualified is the sequence with low quality and short length filtered by Raw Tags;  Nochime is the sequence of Tags that is finally used for subsequent analysis after filtering chimeras, namely Effective Tags; Base is the number of bases in the final Effective Tags; AvgLen is the average length of Effective Tags; Q20 and Q30 are the percentages of bases with base quality values greater than 20 (sequencing error rate less than 1%) and 30 (sequencing error rate less than 0.1%) in Effective Tags; GC(%) represents the content of GC bases in Effective Tags; Effective(%) represents the percentage of the number of Effective Tags to the number of Raw PES. 

