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	Datasets
	AR
	SJ

	Sequencing Methods
	Single end & Mate-paired end
	Single end & Mate-paired end

	Number of Reads
	1,573,228
	901,925

	Dataset Size (bp)
	536,810,491
	308,163,881

	Average Read Length (bp)
	291
	266

	Number of Contigs
	15,155
	2,595

	Largest Contig Size (bp)
	443,878
	410,547

	Average GC (%) of Contigs
	45.9
	43.7




