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Introduction

Genomic safety assessment is central to gene editing product development, and recent FDA guidance! emphasizes the need for comprehensive, unbiased off-target evaluation.
Current targeted approaches, including multiplex PCR and hybrid capture, often require trade-offs between sensitivity, panel size, and cost, increasing the risk of incomplete off-
target detection. LockSeq addresses this limitation through a gap-fill based target capture chemistry designed to reduce dropouts and enable scalable, quantitative gene editing

characterization.

1-to-1 target capture: The ‘molecular lock’ chemistry for high-fidelity multiplexing
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LockSeq chemistry offers scalable accuracy and LockSeq makes it easy to analyse & assess edit quality with
panel flexibility confidence across hundreds of sites
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