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| Quantabio’s NGS Reagent Portfolio
sparQ DNA Frag & Library Prep Workflow | |
N sparQ DNA Frag & Library Prep Kit

© = Streamlined workflow employs a unique enzyme mix to enable high quality DNA library preparation with tunable and
reproducible DNA fragmentation profiles
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sparQ DNA Library Prep Kit
= Simplified 2-step protocol in a single tube speeds up DNA library prep to 2.5 hours and minimizes sample loss
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Tube 1 Tube 2 Tube 3 = A high-efficiency, high-fidelity and low bias PCR master mix for NGS workflows requiring DNA library amplification prior
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sparQ DNA Frag & Library Prep Kit combines enzymatic DNA fragmentation and DNA polishing (traditional end repair and dA-tailing) into a single tunable step. Spa I'Q PU rel\/lag BeadS

= A simple and reliable nucleic acid purification system for reaction cleanup and size selection in NGS workflows

Tunable Fragmentation Size Ranges for Varying DNA Inputs (1ng-1pg)

Fragmentation Time Course
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sparQ DNA Frag & Library Prep Kit is designed to produce DNA fragments which are tunable to specific sizes with superior DNA library preparation efficiency. 100 ng (6 cyc) 1'ng (14 ¢yq) 250 pg (16 cyc)
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sparQ Compared to Other Fragmentation Technologies
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Compared to Fragmentation Library Prep Kit from Supplier K. sparQ DNA Frag & Lib Prep Kit offers better library yield with even coverage across challenge
genomic regions. 100
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Compared to Fragmentation Library Prep Kit from Supplier N. sparQ DNA Frag & Lib Prep Kit offers superb library preparation sensitivity and efficiency, and more Amplified Library 0.04% 0.18% 0.05% L- Amplified library ws PCR-free library ws GC distribution]
consistent fragmentation performance.
Library amplification with sparQ HiFi PCR Master Mix resultes in higher library yield and produces uniform coverage across a wide range of GC-content.
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Compared to Fragmentation Library Prep Kit from Supplier I. sparQ DNA Frag & Lib Prep Kit offers higher library yield and better library quality (lower duplication = Larger than desired size Al freeh . .
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supernatant contains rest of the DNA. small DNA fragments to be removed.
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sparQ DNA Library Prep Kit uses optimized chemistry that combines end-repair and dA-tailing into a single step, followed by direct ligation of adapters. 200 200
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sparQ PureMag Beads takes advantage of the reversible nucleic acid-binding properties of magnetic beads for efficient nucleic acid purification. It offers a
sparQ DNA Library Prep Kit offers significantly higher NGS library preparation efficiency and produces high quality DNA libraries. reliable and cost effective solution for reaction cleanup and size selection, and can be seamlessly integrated into existing NGS workflows with little or no protocol changes.
Quantabio products are intended for molecular biology applications. The products are not intended for the diagnosis, prevention or treatment of a disease. For more information and ordering instructions, visit: WWW.quantabio.com
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