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Background

Technologic advancements over the past decade have given rise to the proliferation of liquid biopsies. Opportunities for using these assays in oncology include to monitor treatment response and identifying minimal residual disease, however, robust evidence development
through meta-analytic approaches is needed to sufficiently validate the use of ctDNA as a drug development tool.. One example of a collaborative meta-analytical approach is the Friends of Cancer Research (Friends) ctDNA for Monitoring Treatment Response (ctMoniTR) Project.
Friends brought together a multi-stakeholder group including statisticians, clinicians, and researchers from academia, industry, and government to performm meta-analyses to determine whether changes in ctDNA levels accurately reflect the therapeutic effect of cancer therapies.
Understanding the approach to successfully organizing and performing meta-analyses can support evaluation of other liquid biopsies and validation of intermediate endpoints.

Overall Approach . .
Key Question: Do changes in ctDNA reflect response to treatment?
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