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 Durable clinical responses have been attained with PARPI and immune checkpoint inhibitors, CTC Identification CTC Relocation Single CTC Isolation (DOP_PCR method)
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exploiting tumors harboring HR and MMR deficiencies respectively.

« Currently, the field lacks robust and validated biomarkers that could predict response to
these agents in heterogeneous metastatic disease.
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1) Nucleated cells from patient’s blood samples or prostate cancer (PCa) cell lines spiked into normal N
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that CIN and TMB scores might be underestimated using tumor tissue or ctDNA for analysis.
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Reference: Chromosomal Instability Estimation Based on Next Generation Sequencing and Single Cell Genome Wide Copy Number Variation Analysis. Greene SB, Dago AE, et al.

PLoS One. 2016 Nov 16;11(11):e0165089. Summary MSI-L MSI-H MSI-L agents in future clinical studies.
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