Table S1. Details of libraries used in sequencing and estimation of the V. vinifera genome coverage.

	Insert size (Kb)
	Libraries

(no.)
	Reads no. (millions)
	Q20 bases (millions)
	Read coverage
	Clone coverage

	1.5 - 2.5
	6
	2.899
	1,710.3
	3.42
	5.70

	2.0 – 3.0
	7
	1.094
	673.1
	1.35
	2.80

	2.5 – 3.5
	4
	0.203
	101.9
	0.20
	0.51

	3.0 – 4.0
	5
	0.535
	297.0
	0.59
	1.75

	4.0 – 5.0
	6
	0.511
	291.2
	0.58
	2.16

	5.0 – 6.0
	4
	0.049
	24.6
	0.05
	0.22

	6.0 – 8.0
	4
	0.084
	46.3
	0.09
	0.54

	8.0 – 10.0
	3
	0.002
	1.3
	0.003
	0.02

	10.0 – 20.0
	1
	0.577
	300.1
	0.60
	7.50

	30.0 – 50.0
	1 fosmid
	0.144
	66.2
	0.13
	4.41

	70.0 – 180.0
	2 BAC
	0.068
	25.1
	0.05
	4.20
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