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Short project description Progress report

The service centre GCBN - German Crop BioGreenformatics Network - provides
services for plant bioinformatics, like tailored plant-specific data and infrastructure.
GCBN consists of the Leibniz Institute of Plant Genetics and Crop Plant Research in

Gatersleben (IPK, BIT, Uwe Scholz), the Helmholtz Center Munich (HMGU, PGSB,
Klaus Mayer) and Forschungszentrum Julich (FZ], IBG-2 Plant Sciences, Bjorn Usadel).
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Extension of the GALAXY infrasturcuture at IPK
* Preparation of DOI assigment to IPK Genebank accessions

el?ﬁr'. activities especially in the Plant Community

The main service domains are: (1) transparent access to germplasms and * Contribute to the MIAPPE 1.1 standard

germplasm metadata, (2) improved workflows for plant gene annotation, and * ELIXIR implementation study FONDUE:

(3) bridging of mu]tip]e genotypes to phenotypes. As GCBN partner the IPK FAIR-ification of Plant Genotyping Data and its linking to Phenotyping using ELIXIR Platforms
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. . . . echnical University of Munich, German Karlsruhe Institute of Technology, German
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