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Study Design and Endpoints Results
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Trial activation: Oct 17, 2019, closed to accrual: Apr 5, 2022
98% ever-smokers, 98% stage IV, 52% female, 76% AC, 96% PD-L1+

 BR.36 was designed to validate (stage 1) and implement (stage 2) ctDNA .
molecular response in precision immuno-oncology decision making .
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Figure 1. CONSORT diagram for stage 1 BR.36 (NCT04093167).
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Figure 2. Representative ctDNA dynamics patterns. Figure 3. Depth of ctDNA response in RECIST response groups.
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