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RESULTS
Avg # of detected 1.5 3.75 5.75 12.5 20
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METHODS PredicineWES: 32 mutations

Sensitivity 50% 100% 100% 100% 100%
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Fig. 1: Workflow for plasma PredicineWES - PredicineWES PredicineCARE Sensitivity 0 50% 100% 100% 100%
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