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Introduction

Simple, rapid, and reliable solutions for library preparation are in great demand as the next generation sequencing (NGS)

sparQ DNA Frag & Library Prep Workflow

o Streamlined workflow technology has become widely adopted in research, clinical and many other fields. Leveraging our innovative chemistries,
- | world-class enzyme purity and rigorously controlled production and 1ISO13485 quality system, we have developed several
Aqld Frag & thlonal Library Sequencing
Polishing Mix Amplification & Cleanup Ready Library high quality library preparation solutions for lllumina platforms to address the speed, performance, and throughput require-
ments of different DNA-seq applications.
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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. = Streamlined workflow emp|OyS a unique enzyme mix to enable hlgh quality DNA Iibrary preparation with tunable and

reproducible DNA fragmentation profiles

Tunable Fragmentation Size Ranges for Varying DNA Inputs (1ng—1pg) sparQ DNA Library Prep Kit

Fragmentation Time Course = 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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200 = A high-efficiency, high-fidelity and low bias PCR master mix for NGS workflows requiring DNA library amplification prior
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50 = A simple and reliable nucleic acid purification system for reaction cleanup and size selection in NGS workflows
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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 “ m “

genomic regions.
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.
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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 0 o 0 o
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sparQ DNA Library Prep Kit offers significantly higher NGS library preparation efficiency and produces high quality DNA libraries.
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Library amplification with sparQ HiFi PCR Master Mix resultes in higher library yield and produces uniform coverage across a wide range of GC-content.
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: Wwvv.quantabio.com
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