Table S2. 
	Sample
	Total

(NS* + Stop)
	Not in dbSNP

(NS* + Stop)
	Not in HapMap8‡

(NS* + Stop)
	Not in Either

(NS* + Stop)
	Not in Both AND Predicted damaging‡‡

(NS* + Stop)
	Total Protein Coding Exon Bases Sequenced** (%)



	IV.1 
	8433 + 86
	1158 + 32
	2280 + 47
	954 + 27
	567 + 27
	24.78M  (80.7%)

	IV.2
	8682 + 90
	983 + 32
	1839 + 42
	800 + 27
	456 + 27
	24.66M  (80.3%)

	III.1 
	8680 + 93
	1236 + 37
	2349 + 53
	1014 + 33
	603 + 33
	24.62M  (80.1%)

	III.2
	8546 + 79
	1099 + 31
	2339 + 50
	945 + 30
	549 + 30
	24.25M  (78.9%)


