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In-House Tools for Public Meta-Omics Metadata Curation
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One of the key elements of any meta-omics study is its metadata.
However, the metadata curation of public studies remains a costly and
challenging endeavor despite its importance. Even though some initiatives
support data reuse, most are focused on human metagenomic data and
generally do not allow processing with external pipelines (1-6).
Furthermore, their metadata is usually incomplete or scattered, which often
leads to the need for in-house curation and processing. Currently, to the
best of our knowledge, there are no tools designed to facilitate, accompany
and guide the researcher during this manual curation process.

To address this need, we present a collection of scripts developed to
extract and curate metadata and FASTQ files associated with research
projects hosted in the European Nucleotide Archive (ENA).
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e \WWe have reviewed more than 200 ENA projects and applied that
acquired knowledge to specially designed a collection of scripts to
accompany and guide the researcher during the in-house curation
process of meta-omics data.

e In the near future, we intend to convert these scripts into a Python
package and make them available to the general public.

e QOur ultimate goal is to provide a uniform and reproducible workflow
to simplify the curation of public sequencing data.

Samuel.Piquer@uv.es
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This program allows downloading the metadata
associated with a study project by collecting the
information available in ENA Browser and using the
mg-tooolkit package (https://pypi.org/project/mag-toolkit/).
Additional metadata from the publication can also be
provided in an alternative mode.
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This program enables to analyze and carry out some
checks of interest on the previously generated
metadata tables at different points of the workflow.
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This program allows different filtering operations to
be performed in a sequential manner on the

previously generated metadata table based on the
provided filtering information.
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This program allows downloading the FASTQ files
associated with a study project using the parfive
package (https://pypi.org/project/parfive/).
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This program enables to analyze and carry out some
checks of interest on the downloaded FASTQ files.
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This program allows to generate a raw treatmentfile
template using the Iinformation available in the

previously generated metadata table and the
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4 \ This program allows different treatment operations
treat (merge, change names, and copy) to be performed
fastgs on the downloaded FASTQ files based on the

_ ENA | treatment information provided.
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