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» We observed that apart from imaging, a positive
prediction from cfDNA at the start of therapy
(a patient’s TO blood draw) can effectively stratify

 Using this classifier to check for residual disease
at the end of treatment, we detected disease in
only 3/16 complete responders (19%) but in 35/41

* In patients with varied therapy responses, we
successfully detected residual disease in plasma
prior to the tumor imaging responder/non-responder
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