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Methods

More than 100 samples were included in the validation, including more
than 50 unique patient samples. Well-characterized circulating tumor
reference samples were used to establish limits of detection through
analytical validation. For the clinical samples, cell-free total nucleic acid
(cfTNA) was extracted from blood collected in Biocept’s CEE-Sure™ or
K, EDTA tubes. cfTNA was then used to prepare amplicon-based NGS
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Figure 3. Diagram depicting genetic variants detected in the cohort of patient samples
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Analytical Interferences No interference shown by substances tested

Table 3. Table depicting the overall Target Selector” NGS Lung Panel performance
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Figure 1. Workflow of the Target Selector” NGS Lung Panel

Figure 2. Graph illustrating analytical validation of the Target Selector NGS Lung Panel

Figure 4. Graph depicting actionable mutations in the patient samples




