Introduction Results

Recent improvements in microfluidics and biochemistry have enabled single-cell molecular analysis, providing new
insight into the heterogeneity of cell populations. The C,™ Single-Cell Auto Prep System is an automated platform that
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profiling is a direct complement to genomic analysis as it provides additional insights into key molecular mechanisms
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1. MDA-MB-231: epithelial cells originated from metastatic sites of individuals with breast adenocarcinoma

2. HL60: promyeloblasts from peripheral blood of individuals with acute promyelocytic leukemia . . ™
3. K562: lymphoblasts from the bone marrow of individuals with chronic myelogenous leukemia t t th P EA R |t
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CRL-7163: fibroblasts from the thymus
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A: C,"™ PEA results for two specific targets were validated on HL60 and K562 cells using orthogonal
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detection in single cell uses the C,™ Single-Cell Auto Prep System that is composed of a controller
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