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Short description of the project

The annotation of large and complex (crop) plant
genomes remains a challenging task, particularly
with the rapid integration of newly emerging tech-
nologies In this dynamic field. Leveraging extensive
expertise at the forefront of reference and pan-
genomics, our HMGU team offers comprehensive
genome annotation services, including the provision
of high-quality basic and processed data, as well as
expert consulting tailored to the needs of the plant
research community. We provide customized In-
house training programs for early-career scientists,
empowering them to develop and implement their
own annotation workflows. We collaborate closely
with our GCBN partners, IPK and FZJ, on data
generation and the delivery of FAIR-compliant data
sets. Additionally we support the activities of ELIXIR
as a member of the Plant Science Community
contributing to ELIXIR's "Biodiversity, Food Security,
& Pathogens" priority area.
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Progress report
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- active member of ELIXIR Plant Science community
- participation in de.NBl & ELIXIR Hackathons
- ELIXIR projects: "Increasing plant data findability
and reuse beyond ELIXIR"
"E-PAN: Enhancing pan-genome
analysis in plants”

de.NBI Training and education

The next scale of plant genome annotation: pan genomes with 30 to >100 varieties per species

pasta wheat barley and wild barley hop

50 x 11 Gbp = 550 Gbp
to annotate

fescue grass

faba bean bread wheat and wild ancestors

Gene annotation strategy :

Step 1 \ / \

Step 2
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de-novo gene predictions consolidated gene projections

Line-specific gene structures and
gene models, using extensive
transcriptome data

\¥ /

fast&relieable assessment of gene
content

\ scalable for the next 100 genomes /

General information on the project

- tallored supervision for 7 trainees,
each staying 4-12 months

- trainees worked on their own datasets

- they left with tangible results and the skills
to build own bioinformatics pipelines
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