	Clone analysed
	AS-ART

	Reference sequence
	Sanger (09/2009)

	Read length
	36

	Total Number of Reads
	45.879.892

	Mapped Reads (SSAHA2)
	41.198.901

	Uniquely Mapped Reads (SSAHA2)
	39.979.351

	% Genome covered by >= 10reads
	98,00%

	% Genome covered by <3 Reads
	1,67%

	x coverage (SSAHA2)
	84.16X

	x coverage (MAQ)
	86.18X
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