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Whole-blood
w analysis for CTC

Potential utility of CTC and ctDNA analyses:
= Estimation of the risk for metastatic relapse or metastatic
prograssion.
= Stratification and real-time monitoring of theraples.
» = Identification of therapeutic targets and resistance
ving mechanisms.
= Understanding metastatic development in patisnts
Plasma analysis with cancer.

Primary }_
tumor or
metastasis

for ctDNA
Targets cTcs @) CtDNA p@f‘ <~ &% <&
Origins Selected viable tumor cells leaving actively Necrotic and apoptotic tumor cells

the primary tumor and/or metastases

Tumor cells as a real-time liquid biopsy of Fragmentad genoimes telBesed trom

Definition a0 dying tumor cells of the primary tumeor
the tumorand/onmetastases and/or metastases and/or CTC
Analytes DNA, BRNA (mRNA/microRNA), and protein ONA

functional studies (in vitro, in vivo)

Immunocytologic and molecular assays
Technologies | (including next-generation sequencing),
cell culture. and xenotransplantation

Molecular DNA assays (including
next-generation sequencing)
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