The analysis suggests that the tools are NOT functionally equivalent.

For more information about how to interpret the plots, please refer to the documentation on GitHub.
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Dataset: HG002
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Dataset: NA12878PCRplus
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https://github.com/broadinstitute/palantir-workflows/tree/main/FunctionalEquivalence
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Dataset: NA12878PCRplusExome
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F1 plots
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Dataset: NA12878PCRplus
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