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Introduction

To enable objective and comprehensive benchmarking of metagenomic software, the community-led initiative for the Critical Assessment of
Metagenome Interpretation (CAMI) [1] promotes standards and good practices agreed upon by the community, by providing comprehensive
datasets for developers to assess their software on, together with software facilitating their assessment, benchmarking guidelines, and
challenges. However, assessing methods in between challenges and comparing their performances to other techniques still requires
substantial time and technical expertise.

Results he portal improves the FAIRness of computationally created

benchmarking data by making it more:

 Findable through relevant, searchable metadata and Digital Object
|dentifiers (DOls)

* Accessible through the portal and public repositories

» Interoperable by providing results in common formats that are machine
readable

* Reusable and reproducible for more sustainable research efforts

It is available for testing at https://cami.bifo.helmholtz-hzi.de.

1a) MEGAHIT 1.2.7 1b) SPAdes 3.14 1c) HipMer 1.0

We introduce the new CAMI benchmarking web portal, which allows users
to assess software for common metagenome analyses using the CAMI
benchmarking metrics and visualizations available in the AMBER [2],
MetaQUAST [3], and OPAL [4] evaluation software. As input, the portal
accepts assemblies, genome or taxonomic binnings, and taxonomic profiles
of a CAMI benchmark dataset. As output, it displays the performance
metrics and visualizations employed in the CAMI challenges [1] (Figs.1-4).
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Conclusions: The CAMI benchmarking portal frees users from the need to References
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evaluation frame for metagenome analyses methods. 4. Meyer, F. et al. Genome Biology 20 (2019)
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