Table S4: Overlap of dbSNP and SNVs identified by sequencing 

	Study
	Overlap percentage

	This study (individual genome average, see Table S3)
	87.28%

	J. C. Venter (QV and read location)


[1] ADDIN EN.CITE   
	74%

	J. C. Venter (QV and read location + 

    Further validated by minor allele, 

    forward and reverse reads) [1]
	87%

	NA18507 [2]
	74%

	Chinese (compared with all dbSNP entries) [3]
	86.4%

	Southern African (KB1) [4]
	81.7%

	Korean (AK1) [5]
	82.9%


This table compares the percentage of SNVs identified in our study that overlap with dbSNP to the overlap percentage that was observed in other studies.  
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