Table S2. Exome sequencing coverage.
	Total
	39,912,123 101bp paired

	Aligned
	39,806,282 (99.7%)

	Pairs aligned
	39,665,693 (99.4%)

	Pair duplicates
	1,532,093 (3.9%)

	Insert size
	224.8 +/- 86.2

	On bait bases
	5,358,474,816 (78.7%)

	Near bait bases
	1,398,934,340 (20.6%)

	Off bait bases
	47,694,538 (0.7%)

	Mean bait coverage
	83

	On target bases
	5,358,474,816 (78.7%)

	Mean target coverage
	84x

	10x coverage targets
	94.30%

	Zero coverage targets
	2.30%

	Fold enrichment
	37x


[bookmark: _GoBack]
