	[bookmark: _GoBack]S2 Table. Accuracy of synthetic long reads aligned against the MG1655 genome.

	 Reference genome
	Aligned bases

	Aligned bases
	10,162,249

	Mismatches
	3,897

	Mismatch rate
	0.00038

	Insertions
	23

	Insertion rate
	2.263e-6

	Deletions
	545

	Deletion rate
	5.363e-5

	Clipped bases
	1,205,861

	Percent clipped (hard + soft)
	10.61

	A  C
	2.3%

	A  G
	25.1%

	A T
	6.3%

	C  A
	2.7%

	C  G
	1.5%

	C  T
	10.9%

	G  A
	10.5%

	G  C
	1.3%

	G  T
	2.7%

	T  A
	5.3%

	T  C
	29.2%

	T  G
	1.9%
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