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Introduction

Recent advancements in next-generation sequencing (NGS) and biocinformatics have enabled whole-genome sequencing (WGS) to become a routine tool in both research and clinical applications. Low-coverage
WGS, also known as skim-sequencing or “low-pass” sequencing, combined with imputation is a highly effective and cost-conscious alternative approach to microarray-based genotyping. Here, we demonstrate
as a proof of concept, the use of ExpressPlex™ 2.0 Custom High Strength, a one-step library preparation method, for skim-seq approach to genotype imputation on human samples. The ExpressPlex 2.0
Custom High Strength was used to processed two individual human genomic DNA at three different total mass inputs in duplicate, generating a normalized 6-plex library pool. A 2 x 150 bp run on a NovaSeq
X Plus sequenced the ExpressPlex libraries to = 20 million paired-end reads per sample. Paired-end reads for each sample were aligned to the GRCh38 human reference genome, the precision and accuracy
of SNP calls were determined for chromosome 1. The open-source GLIMPSE pipeline performed imputation using default settings. Our results show the utility of the ExpressPlex 2.0 Custom High Strength for
routine low-pass WGS applications, where we characterize multiplexing uniformity and genotype imputation accuracy on a collection of reference samples.
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Figure 1. ExpressPlex 2.0 uses seqWell’s high performance TnX™ transposase that was specifically engineered for NGS library NA12878 HGOO1 CEPH/ Utah 50
preparation. (A) ExpressPlex 2.0 library preparation kits tag input DNA with indexed adapters and amplify libraries all in a single 100
reaction. Different full-length i7 indexed adapters tag the 96 DNA samples and barcoded libraries are amplified in separate wells, 10
making for a highly efficient, one-step multiplexed library prep workflow. (B) Using the ExpressPlex 2.0 (96-well) kit, a 96-plex ,
. : L . . . . NA24631 HGOO5 Chinese 50
library can be prepared for library QC and sequencing in under 120 minutes, with less than 30 minutes of hands-on time. The
ExpressPlex 2.0 Custom High Strength used in the experiments and reported in this poster were performed using the same 100

workflow as our standard ExpressPlex 2.0 Library Preparation Kit.
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