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	Sample
	Total Reads
	Uniquely mapped reads %
	% of reads mapped to multiple loci
	% of reads mapped to too many loci

	T01
	28270361
	81.05%
	5.52%
	0.08%

	T02
	27318299
	82.24%
	5.87%
	0.07%

	T03
	32928931
	81.98%
	5.81%
	0.09%

	T04
	24525892
	80.98%
	6.62%
	0.32%

	T05
	24275418
	78.70%
	7.13%
	0.42%

	T06
	26140364
	82.85%
	4.89%
	0.05%

	T07
	24759490
	82.24%
	5.33%
	0.12%

	T08
	24210388
	81.82%
	4.87%
	0.07%

	T09
	25615720
	79.14%
	6.10%
	0.20%


Note: Total Reads is the number of Clean Reads; Uniquely mapped reads %: the number of Reads that are compared to the unique position of the reference genome and the percentage in Clean Reads;% of reads mapped to multiple loci: the number of Reads that are compared to multiple positions in the reference genome And the percentage in Clean Reads;% of reads mapped to too many loci: The number of Reads that are compared to many positions in the reference genome and the percentage in Clean Reads
