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Introduction Results

+ Nanopore sequencing can enable field-based research, but few studies + RCAwas integral for increasing consensus accuracy, but was inefficient
demonstrate its suitability for metabarcoding and analysis of at generating long concatemers. Most RCA reads were still short
environmental DNA (median fragment length of up to 1262bp)

+ We show metabarcodes in a bulk sample of 50 different aquatic * Median consensus accuracy of up to 99.3% was possible for long RCA

invertebrate species can be identified with Nanopore Sequencing, and reads (>45 barcodes)
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+ Our python bioinformatics pipeline generates consensus reads from * ASHURE accuracy and sensitivity was comparable to MiSeq
concatemers, performs OTU clustering with OPTICS, and enables
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with OPTICS in ASHURE using cluster centers for each RCA ~Red dots: De novo cluster centers.
condition. (D) MiSeq sequencing read error per species.
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» Python-based bioinformatics pipeline (ASHURE)

» Nanopore sequencing can be used for metabarcoding with high accuracy
(up t0 99.3%)

) P*”;‘f;t’aj:;:"“ Initislize oluster + Density based clustering enables reference free OTU assignments for
dser nieens T el reads with mixed error profiles (
ase L 2 oo o ke » We recommend exploration of other isothermal amplification procedures

for generating concatemeric reads
» This study was based on aquatic invertebrates, but the pipeline can be
extended to many other taxa and ecological applications.
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Figure 2: Overview of the ASHURE bioinformatics pipeline. Clustering step is colored in darker " an
green and depicted in more detail on the right. Foop rom TuouGHt bbaloglu@uoguelph.ca
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