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As the research Community becomes increasingly proficient It high-throughput Functional Evidence From MAVEs is a Powerful Tool for Clinical Variant Interpretation
Ambry’s variant scientists have been actively translating MAVE data into

experiments, clinical laboratories need to adapt their methodologies to accommodate variant assessment and classification for years, beginning with TP53 in 2019
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calibrate results to ACMG/AMP evidence strengths.
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CancerNext is Ambry's guideline-based test option
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