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	genomic feature
	virulent strain
	attenuated strain

	number of contigs
	3,445
	3,456

	largest contig (bp)
	131,223
	182,599

	total length (bp)
	30,269,295
	40,256,341

	N50 (bp)
	31,733
	31,203

	GC content
	28.91
	28.93

	number of genes
	11,848
	11,821

	number of exons
	13,670
	13,655

	number of introns
	1,942
	1,955

	number of CDS
	13,670
	13,655

	start codons
	11,632
	11,602

	stop codons
	11,571
	11,821



