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	Sample1
	Raw reads2(M)
	Clean reads(M)
	%Clean reads
	Total mapped reads
	Uniquely mapped
	Q30
	GC

	CK1
	49.42
	48.05
	97.23%
	45339208(94.35%)
	43812393(91.18%)
	94.37%
	52.22%

	CK2
	49.42
	48.08
	97.29%
	45429247(94.49%)
	43906241(91.32%)
	94.43%
	52.52%

	CK3
	49.42
	48.22
	97.57%
	45549657(94.46%)
	44058420(91.36%)
	94.70%
	52.37%

	LD1
	49.42
	48.03
	97.19%
	45367444(94.46%)
	43766982(91.13%)
	94.31%
	52.24%

	LD2
	49.42
	47.89
	96.90%
	45175310(94.34%)
	43616695(91.08%)
	93.97%
	52.51%

	LD3
	49.42
	48.04
	97.21%
	45358776(94.43%)
	43801601(91.18%)
	94.34%
	52.07%

	MD1
	49.42
	47.91
	96.94%
	45237519(94.41%)
	43660056(91.12%)
	94.11%
	52.60%

	MD2
	49.42
	48.08
	97.29%
	45425233(94.49%)
	43813406(91.13%)
	94.45%
	52.30%

	MD3
	49.42
	47.80
	96.72%
	45183758(94.52%)
	43622157(91.25%)
	93.88%
	52.52%

	1Letter indicates different treatment as described in Table S1, and the number after letter is number of replicates.
[bookmark: _GoBack][bookmark: _Hlk32339768][bookmark: _Hlk32340125]2Raw reads are obtained by randomly extracting the original data volume from the Illumina to the same level by SEQTK software. After random extraction, the data volume will be relatively average. In special cases, raw reads will be the same when counted with two decimals after M and G.
















