Isolation of CTC from Diagnostic LeukApheresis
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Introduction: Circulating tumor cells (CTC) are tumor cells that detach from their primary site, enter the circulatory system, migrate through the body and form secondary tumors at distant sites during the
process of cancer metastasis. Peripheral blood represents a minimally invasive source of spreading tumor cells and could be used as a liquid biopsy for diagnhosis and to monitor treatment and patient
outcome. At present, the CellSearch system is the only validated method for the detection of CTC that has been cleared by the U.S. Food and Drug Administration. This system, designed for the enumeration
of CTC in 7.5 mL of blood, detects CTC based on their expression of the epithelial cell adhesion molecule (EpCAM) and cytokeratins. However, the number of CTC that are detected in patients with metastatic
carcinomas is in most cases too small to reliably determine tumor heterogeneity and to be representative as a ‘liquid biopsy’. Approaches to increase the blood volume to be analyzed are necessary to be
able to detect more CTC, and make analysis of heterogeneity between CTC more reliable.
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