Measurement of SLFN11 protein in circulating tumor cells (CTCs) as a proposed liquid
® biopsy biomarker to predict response to DNA repair targeted therapies
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« PARPI sensitive cell lines, as well as SCLC and mCRPC patients, expressed nuclear localized SLFN11

 EPIC single-cell genomics methodology was used to profile genome-wide CNV Six SCLC and six mMCRPC patients stained with EPIC Sciences’ SLFN11 assay are shown. Patients were selected deliberately signal.
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