Table S5: Statistical Table of Sequencing Output
	Sample
	Raw Reads
	Clean Reads
	Clean Base(G)
	Error Rate(%)
	Q20(%)
	Q30(%)
	GC Content(%)

	GP-1
	43202336
	42054360
	6.31
	0.03
	97.15
	92.28
	43.13

	GP-2
	69393306
	67423892
	10.11
	0.03
	97.56
	93.22
	43.52

	GP-3
	74838032
	72591658
	10.89
	0.03
	97.61
	93.39
	43.44

	GYRP-1
	65243310
	63457618
	9.52
	0.03
	97.22
	92.57
	44.21

	GYRP-2
	48517300
	47262486
	7.09
	0.03
	97.2
	92.34
	44.07

	GYRP-3
	71139230
	69356344
	10.4
	0.03
	96.91
	91.66
	44

	RP-1
	51715034
	50237434
	7.54
	0.03
	97.26
	92.69
	44.13

	RP-2
	50427660
	49038234
	7.36
	0.03
	97.16
	92.54
	44.05

	RP-3
	54810744
	52911322
	7.94
	0.03
	97.42
	93.04
	44.03

	RPP-1
	46996756
	45461242
	6.82
	0.03
	97.23
	92.43
	44.19

	RPP-2
	43501114
	42009408
	6.3
	0.03
	97.29
	92.59
	44.25

	RPP-3
	89793504
	86906528
	13.04
	0.03
	96.98
	91.83
	44.73


(1) Sample: Sample Name
(2) Raw Reads: The number of raw data reads
(3) Clean Reads: The number of high-quality reads filtered from raw data
[bookmark: _GoBack](4) Clean Bases: The total number of bases in high-quality reads
(5) Error Rate: Overall sequencing error rate
(6) Q20: The percentage of alkali bases with Qphred values not less than 20 to the total alkali bases
(7) Q30: The percentage of alkali bases with Qphred values not less than 30 to the total alkali bases
(8) GC Content: The percentage of the sum of G and C quantities in high-quality reads to the total base number
