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	Number of bases
	1,003,181,780

	Number of reads
	84,384

	N50 read length
	15,917

	Mean read length
	11,888

	Average reference consensus concordance
	99.99%

	Number of contigs
	3

	Average Reference Length
	1,312,439

	Average Reference Bases Called
	100%

	Average coverage
	144.97




