	Sample 
	H

	Target Region (bp) 
	51,542,852

	Clean Reads 
	31,575,947

	Clean Bases (Mb) 
	4,724.73

	Reads Mapped to Genome 
	31,518,594

	Map Rate (%) 
	99.82

	Reads Mapped to Target Region 
	22,108,564

	Capture Specificity (%) 
	70.14

	Duplication Rate (%) 
	4.86

	Uniq Rate (%) 
	95.47

	Uniq Reads Mapped to Target Region 
	20,257,110

	Mean Depth of Target Region 
	47.33

	Coverage of Target Region (%) 
	95.71

	Rate of Nucleotide Mismatch (%) 
	0.36

	Fraction of Target Covered ≥ 4X 
	92.73

	Fraction of Target Covered ≥ 10X 
	87.83

	Fraction of Target Covered ≥ 20X 
	77.75

	Fraction of Target Covered ≥ 30X 
	65.48

	Fraction of Target Covered ≥ 40X 
	53.01

	Uniq Reads Mapped to Flanking Region 
	12,199,351

	Mean Depth of Flanking Region 
	16.3

	Coverage of Flanking Region (%) 
	87.88

	Fraction of Flanking Covered ≥ 4X 
	71.22
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