Low Pass Whole Genome Sequencing of Single Circulating Tumor Cells for Detection of
® Chromosomal Instability (CIN) and Non-Coding Indels Across Multiple Solid Tumors
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Background

CIN and INDEL Scores of CTCs from Multiple Tumors

Single Cell Genomics Workflow
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Schematic of Epic CTC platform for CTC identification, single cell sequencing, and INDELS, CIN o n'_'g'ig,;i.;;“..;....:. e
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1) Nucleated cells from patient’s blood samples or prostate cancer (PCa) cell lines spiked into normal CIN/HRD
blood donor were deposited onto 10-12 glass slides containing ~3 million cells. CIN INDELSs CIN vs. INDELs
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