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e Third-generation sequencing, such as Oxford Nanopore
Technologies (ONT), produces long reads (kb-Mb)

e Obtaining the full-length ribosomal RNA gene would
permit one to reach a better taxonomic resolution at the
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Need a tool to simulate metabarcoding long reads in order to evaluate biases in !
the databases and the bioinformatics analyses dealing with metabarcoding data Siembrasding S cimulated feads
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Comparison of NanoSim-H, DeepSimulator, and Evaluation of CuReSim-LoRM with challenging datasets
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error rate 14.45 14.5 12.94 13.28 18.77 10.84 Error rate 17.41 17.4 16.39 16.45 14.24 14.35 11.64 11.2 10.59 10.6
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one, and (iii) to produce a wide range of data with varying error rates and length distributions.

Concl USiOn CuReSim-LoRM is able (i) to produce simulated reads showing an error profile very close to the real data, (ii) to produce a read length distribution mimicking the real
CuReSim-LoRM is the first tool able to simulate ONT metabarcoding reads.
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