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Introduction

The MosaiX DNA Library Prep Kit uses a novel Directional Tagmentation chemistry with segWell’'s engineered TnX transposase to generate high-performance libraries in
a streamlined workflow. The chemistry is designed to support a wide range of applications including whole genome, whole exome, and metagenomics delivering
superior metrics compared with standard Tn5-based tagmentation. MosaiX Directional Tagmentation also performs well with FFPE DNA, producing higher yields and
lower percentages of chimeric reads than other library prep chemistries. In addition, we present a normalization method (currently in development) that can be used

with MosaiX to auto-normalize both fragment size and read counts across a 10x range of DNA inputs, significantly reducing the time and cost of individual library QC.
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* WGS libraries were prepared from 50 ng of human DNA (NA12878) using both * Bot MosaiX and bead-linked Tn5 libraries were also captured using Twist’s Exome 2.0.

MosaiX and a bead-linked Tn5 kit. * Exome data generated using MosaiX libraries has lower % duplication and higher HS Library Size

* MosaiX WGS libraries achieved higher coverage at 105 Gb due to lower indicating more complex libraries vs bead linked Tn5 (see table below).

duplication (see below) which enables sequencing cost savings. * MosaiX libraries also had lower % of zero coverage targets (lower rate of target dropouts),
Mean % Bases % Estimated including some medically relevant targets vs Tn5 data (IGV plots below).
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