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BACKGROUND RESULTS
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CONCLUSIONS

Testing with Simulated Variants B The history weighting algorithm is a powerful and highly B Thereis currently insufficient data to use this algorithm for
: Eata from 5%849 Cilinicagly te/ilted pk:obano}cs was used for the devdel%pmer;]t and testingf of the accurate tool for the reclassification of VUS identified by the reclassification of PMS2 variants. With additional data
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each gene, 55,000 simulated benign variants and 30,000 simulated pathogenic mutations for better identification and clinical management of high be utilized for the reclassification of variants identified in
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f Analysis of Representative Variants
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also excluded from analysis. | o 5399 )
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