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Introduction Increased Sensitivity with FFPE Improvements with Low Inputs

Library Prep Kit with NEBNext Globin
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Conclusions

Watchmaker
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Figure 1. Improved automatability and reduced turnaround time. The Watchmaker solution combines and
shortens enzymatic steps and has fewer bead purifications in comparison to other commercially available
kits, resulting in a highly automatable workflow with significantly reduced hands-on time (up to one hour
per plate) and consumable requirements (up to 1,000 tips per plate). A novel FFPE treatment step facilitates 1' imummaReadjaogz) 4 5 1' émummaReadjaogz) 4 : . - _
reversing residual cross-links that may persist after RNA extraction for certain extraction methods. *Increased gene detection sensitivity with FFPE-derived RNA
Figure 3. Identify genes with confidence. Per-gene comparison between Watchmaker and each alternative . Accurate quantitative expression profiling across a wide range of input amounts
vendor for FFPE blocks A and E. An x =y line is included for visual reference. Data were averaged across

technical replicates. Genes plotted above this line have more supporting reads in the Watchmaker libraries, A novel, simplified workflow that enables library construction in under 4.5 hours
indicating higher library complexity. and reduces hands-on and consumable use by 25%
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The Watchmaker RNA Library Prep Kit with Polaris Depletion delivers::
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