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	Reference sequence
	
	

	
	total reads
	143,671,092

	
	total contigs
	149,857

	RFS1
	
	

	
	total reads(paired)
	45,856,137

	
	reads mapped in pairs
	28,652,186

	
	reads mapped in broken pairs
	5,782,262

	
	reads not mapped
	6,645,479

	RFS2
	
	

	
	total reads
	64,368,462

	
	reads mapped in pairs
	49,227,300

	
	reads mapped in broken pairs
	14,205,284

	
	reads not mapped
	9,108,145

	RFS3
	
	

	
	total reads
	57,131,422

	
	reads mapped in pairs
	25,562,139

	
	reads mapped in broken pairs
	8,325,043

	
	reads not mapped
	5,279,392

	RFA1
	
	

	
	total reads
	86,155,048

	
	reads mapped in pairs
	44,212,765

	
	reads mapped in broken pairs
	13,079,144

	
	reads not mapped
	9,588,075

	
	
	

	RFA2
	
	

	
	total reads
	75,607,465

	
	reads mapped in pairs
	51,680,960

	
	reads mapped in broken pairs
	16,376,176

	
	reads not mapped
	14,799,042

	RFA3
	
	

	
	total reads
	66,401,916

	
	reads mapped in pairs
	38,330,848

	
	reads mapped in broken pairs
	14,188,475

	
	reads not mapped
	10,072,183

	
	
	








