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Fact 1: A real-world study of more than 4,000 non-small cell lung cancer (NSCLC) 
patients showed only 23.6% had a tumor surface area of ≥25 mm², the minimum 
requirement for hybrid capture–based next-generation sequencing (NGS). In contrast, 
87.9% of the NSCLC patients were successfully tested with amplicon-based NGS [1]. 

Fact 2: Approximately 60.2% of patients in western populations with advanced NSCLC 
have a targetable mutation [1,2].
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Amplicon-based NGS

Amplicon-based NGS can test more small-volume samples and potentially connect more patients to precision oncology
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