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MapMan: A visualization tool that enables researchers to map and

interpret gene expression data within biological pathways and

metabolic processes in plants.

Trimmomatic: A flexible tool for trimming and cleaning sequencing

reads, optimizing data quality for downstream analyses in

bioinformatics workflows.

Mercator4: A tool for functional annotation of plant proteins, allowing for

detailed categorization based on specific biological processes and

comparative genomics.

PlabiPD: A plant bioinformatics platform providing access to curated

data and tools for the analysis of plant genomes and transcriptomes.

Helixer: A deep learning-based tool that accurately predicts structural

genes in nucleotide sequences without the need for RNA-Seq data.

• Service Development: IBG-4 contributed to the enhancement of

de.NBI services, with notable upgrades to Mercator4 (versions 6 and

7), introducing features such as the protein length distribution plot, a

new Plant Organogenesis category, and hundreds of new protein

categories and context nodes. An Enrichment App was also added

to Mercator4, enabling Over-Representation Analysis (ORA) and

Under-Representation Analysis (URA) for gene sets annotated by

Mercator4. Additionally, the release of Helixer introduced a deep

learning tool for structural genome annotation without the need for

RNA-Seq data.

• KPI Monitoring: Consistent growth in citations and downloads

across de.NBI tools reflects strong user engagement. We are

transitioning from Google Analytics (GA) to Matomo to improve

privacy; a brief KPI data gap occurred during an unapproved switch

between GA versions.

• ELIXIR Engagement: IBG-4 has been actively involved in ELIXIR,

with Sebastian Beier serving as the GCBN Officer and Co-lead of the

Plant Sciences Community. IBG-4 also leads the new Commissioned

Service (CoS) HARVEST, aimed at enhancing plant research

FAIRification through ELIXIR data standards, and is a partner in E-

PAN, a project focused on advancing plant pan-genome analysis

within ELIXIR.

Since 2023, our de.NBI and ELIXIR trainings have provided essential

skills in bioinformatics and RDM. Notable events include:

• de.NBI Spring School 2023: Focused on FAIR data management at

IPK Gatersleben with hands-on sessions.

• de.NBI Summer School 2023: Offered an overview of high-

throughput data processing and analysis for life sciences, held in

Bielefeld.

• ELIXIR INCREASING Virtual Workshop 2023: Showcased plant

tool bundles for plant data analysis and end point repository

submission.

• Field-Ready Plant Bioinformatics: Training on genome annotation

tools, hosted in Jülich in October 2024.
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• Contribution to the GCBN Service Unit within de.NBI: Providing

bioinformatics Services (see below), offer consulting and training in

gene finding, annotation, pangenome analysis, genome studies and

comparative genomics.

• Integration with International Research: Supporting integration

with high-throughput plant phenotyping platforms and aligning with

EU-wide projects and research infrastructures to enhance research

capabilities.

• Event Organization and Community Networking: Coordinating

and participating in de.NBI and ELIXIR events and fostering

connections across the Plant Community to strengthen collaboration

and knowledge sharing.


