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Figure 1. Watchmaker DNA Library Prep Kit with Fragmentation on the PerkinElmer Sciclone G3 NGSx. (A) Deck layout at the
start of the run. (B) User interface and included options at the start of the run.
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Figure 3. Consistent yet flexible fragmentation. (A) Libraries were constructed using different fragmentation times with 50 ng 2 Manual 99.66 0.0012 142.1 19.6 - Consistent fragmentation with a unified and streamlined workflow even across inputs and sample types
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a range of translational and research applications
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