A) Concordance between non-reference
array genotypes and WES genotypes

B) Concordance between reference
array genotypes and WES genotypes
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C) Sensitivity vs Specificity using
all genotypes from exome arrays
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Additional File 6: Comparison of concordance, specificity, and sensitivity at ranges of DP and GQ filters
before (grey circles) and after (black circles) VQSR filtering. Blue (before VQSR) and red (after VQSR)
circles represent the chosen filters of DP>8 and GQ>20.




