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In this study we show the first results from a
benchmarking study with four whole genome The highlighted workflows are part of the Ingenuity Variant Analysis plugin available for Biomedical Genomics Workbench. They perform an end-to-end analysisto-interpretation workflow and
trios and one whole exome trio. were used for the study here on four whole genome trios of the INOVA Genomes and one whole exome dataset' for which the disease causing variants are known.
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includes a backcheck and optimal filter settings for Ingenuity  to the filter cascade. On dominant inherited diseases
Variant Analysis. This results in a high case solve rate and a  we were able to reduce the number of candidates up
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