A prospective study tracking longitudinal changes in genome-wide cell-free DNA (cfDNA) methylation to identify early non-responders
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Table 1. Summary of various clinical parameters for the longitudinal cohort. Days after (or before) treatment start

classified one patient as a progressor while on treatment _
with carboplatin and paclitaxel, but imaging on day 93 Acknowledgements & References
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We prospectively collected clinical data and blood from 28 patients with metastatic malignancies (Table 1 & Fig. 2A,B). Blood was _
drawn prior to start of a new treatment, after first cycle (median 21 days), and/or second cycle (median 43 days). baseline




