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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 Jülich (FZJ, IBG-2 Plant Sciences, Björn Usadel).
The main service domains are: (1) transparent access to germplasms and
germplasm metadata, (2) improved workflows for plant gene annotation, and
(3) bridging of multiple genotypes to phenotypes. As GCBN partner the IPK
Gatersleben contributes to the objectives (1) and (3).

- Since Nov 2019 (2 FTEs) financed by de.NBI

- Other staff involved: estimated 3 FTE:

- 1.5 scientists §

- 1.5 technicians #

§ 0.2 FTE PI (U. Scholz) 

0.4 FTE Co-PI & database management (M. Lange)

0.5 FTE scientist EURISCO

0.1 FTE scientist GBIS

0.3 FTE scientist e!DAL/PGP
# 1.0 FTE linux and network administrator 

0,5 FTE webserver and HSM-system administrator 
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The service unit GCBN collected user feedback for all offered services using the
central de.NBI survey tool environment. As of December 2019, 97 responses have
been received. This represents around 5% of all responses collected (2090 in
total). The relatively small service unit GCBN offered 10 services (for de.NBI the
total number in December 2019 was 131). In relation to the number of all de.NBI
services offered, the number of responses collected is comparable (5% vs. 8%).
The overall user satisfaction of 4.1 (max. 5) is considered a sign that the
GCBN services are of high quality

User feedback for all GCBN services

• Web Applications:

• Crop Analysis Tool Suite - CATS

• Databases:

• Genebank Information System - GBIS

• EURISCO – Database

• e!DAL – Plant Genomics & Phenomics Research Data Repository

• On-Premise infrastructure (e!DAL)

• FAIR research data & intuitive review

• > 180 public datasets provided via DOI by e!DAL-PGP
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download volume & distinct accesses

downloaded volume distinct users

Findability
F1a: Identifier uniqueness
F1b:Identifier persistence
F2: Machine Readability of Metadata
F3: Resource Identifier in Metadata
F4: Must be registered in searchable 

resource

Accessible
A1: Access Authorization

Check for HTTP return codes
A2: Metadata Longevity (Metadata 

should outlive the data)
Check the presence of a policy 
document

Example: FAIR NGS @ IPK
Interoperable
I1: Use a Knowledge Representation 

Language
I2: Use FAIR vocabularies
I3: Use qualified references

Reusable
R1: Accessible usage license
R2: Detailed Provenance
R3: (Meta)data meet domain-

relevant community standards

• FAIR-IPK: Implementation of for IPK plant genetic resources

• Extension of the GALAXY infrasturcuture at IPK

• Preparation of DOI assigment to IPK Genebank accessions

• activities especially in the Plant Community 

• Contribute to the MIAPPE 1.1 standard

• ELIXIR implementation study FONDUE: 
FAIR-ification of Plant Genotyping Data and its linking to Phenotyping using ELIXIR Platforms

• Application of EURISCO as ELIXIR Deposition Database


