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mutation prOﬁ“ng and MRD detection in ctDNA Figure 1. Bridge Capture™ single-tube workflow is simple and rapid. It allows first-step (@) Comparison with ddPCR for KRAS mutations across 80 patient samples (p = 0.86). (b) Comparison with lon AmpliSeq
from patients with metastatic colorectal cancer sample indexing, and after only few steps libraries for new generation sequencing CHPv2 across 10 patient samples (p = 0.74). (c) Dilutions from 0.0313-1% displayed strong linear correlation between the
platforms can be produced. Red circle depicts a mutation, purple pink, and orange observed and expected total specific VAF values (Pearson R = 0.99). Violet circles are mean values of 5 replicates and SD is
(mCRC) squares depict a sample index, and pink circle is a displayed as error bars. Individual linear regressions of each probe are displayed as violet lines.
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