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GATK
(224,456)

1KG-specific
(30,224)

18,674 matched (62.22%)

5594
(FDR=3.6%)

18,674
(FDR=12.1%)

1KG-specific FP SNPs Sniper-specific TP SNPs

Sniper ALL

Q≥13 Q≥40
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Sniper-specific
(32,932)

98.6%

32,066 matched 
454 unmatched
412 match position not genotype


