
Table S1. The basic information of genome sequencing.
 
	
	4nRR(F1)

	Raw reads (Million)
	1,015.87

	Clean reads (Million)
	819.33

	Clean base (Gb)
	103.22

	Q20 (%)
	92.86

	Q30 (%)
	86.30

	GC (%)
	37.70


a Coverage ratio represent that the ratio of reference genome region was mapped by the sequencing data.
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