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Template: Method and Template for Documenting and Describing Studies Performed in the
Validation Phase
As referenced in Jennings et al, 2017
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Legend: During validation, for each sample the true positives (TP), false positives (FP) and false negatives (FN)
should be determined for the targeted regions meeting the minimum quality requirements. The positive percent
agreement and positive predictive value can be determined as indicated in Figure 4 of Jennings et al, 2017. The
mean, standard error of the mean, 95% lower confidence interval and 95% tolerance interval should be calculated
by variant type. *These are defined as identified in regions meeting minimum QC requirements.

PPV=TP/(TP+FP)*100
PPA=TP/(TP+FN)*100

Abbreviations: QC, quality control; TP, true positive; FP, false positive; FN, false negative; PPA, positive percent
agreement; PPV, positive predictive value; SE, standard error; Cl, confidence interval; Tl, tolerance interval.
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