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Introduction

As overall sequencing costs continue to decline, laboratories need a faster, more efficient library prep method to keep pace. In this poster,
we describe a transformational new library prep technology from seqWell enabling barcoding and amplification of 8 — 384 dual-indexed
libraries in 90 minutes in a “one-pot” reaction, while simultaneously auto-normalizing library read-count and insert size. The simplicity of the
ExpressPlex™ workflow makes it uniquely well-suited for manual and automated library prep from plasmids and PCR products. Here, we
compare workflows and general performance of ExpressPlex vs. other well-known library prep methods.
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Fig 1: Workflow for the ExpressPlex Library Prep kit. The kit contains two plated
reagents, which are combined with the input DNA prior to thermal cycling. After
PCR, all samples are pooled into a single tube before performing one cleanup.
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ExpressPlex demonstrated
significantly higher levels of
normalization, enabling a
simplified workflow where
individual normalization is
no longer required to achieve
more consistent read-depths
across samples.
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Fig 3: Libraries were prepared as described
in Fig. 2, sequenced (MiSeq Nano; 2 x150) and
de novo assembled using seqWell's SNAP
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plasmid assembly pipeline. The sequencing
run was downsampled to either 1,000 or 500
average read pairs per plasmid to identify
error-free, circular plasmid assemblies. Even
at only 500 average read pairs all ExpressPlex
samples generated correct circularized
assemblies. At the same number of reads,
however, Nextera XT (full and % reactions)
failed 8-10% of assembly attempts.
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Given the robust read balance and lower
number of reads required to generate correct
assemblies, ExpressPlex users can multiplex
higher numbers of samples on a single lllumina
Nextera XT (full) Nextera XT (1/4 rxn) run or utilize a lower capacity flow cell, thereby

reducing the cost of sequencing per plasmid.
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Fig 4:

A representative
comparison of
uniformity of coverage
seen when the same
plasmid DNA sample
was prepared with
both Riptide and
ExpressPlex library
prep kits. Both
libraries prepared at
Y2 volume. Data
provided courtesy of
Bryan Jiang and Henry
Chan of Octant Bio.

Conclusions

seqWell has created a fast, simple, and robust library prep that works
both in manual and automated workflows.

ExpressPlex demonstrates better normalization of read-count across
a range of input amounts, enabling users to deploy a global dilution
strategy based on estimated plate concentration vs. individually
normalizing all samples.

ExpressPlex is more robust as measured by the number of read pairs
required for error-free, full plasmid assembly.

1,536 ExpressPlex barcode combinations are available for highly
multiplexed plasmid or amplicon sequencing.

For questions, please contact sales@seqWell.com




