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For each biobank we must:

EBB
Biobank

RD-Connect 
Sample 

Catalogue

CODE 
before 
sharing

1. Upload data to from local biobank to central search
2. Encode data in same structure so it can be searched/compared

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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1. Federate from biobank to catalogue

1. Simply take your sample list 

2. Add description of your attributes (see MOLGENIS ‘EMX’ docs) 

3. Upload the file

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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2. Encode samples in same standard
so they be searched in a comparable way 

Pseudonomized
Sample ID *

Text

Material Type * Value list

Anatomical Site * Value list

Sex * Male / Female

Disease * Orphanet code

Diagnosis Type Value list

Age at Sampling Number

Age at Death Number

Age at Diagnosis Number

Age at Remission Number

Affected Yes / No / Empty

Family members available Yes / No / Empty

Related samples available Yes / No / Empty

Genotype data available Yes / No / Empty

Registry Yes / No / Empty

Sample Collection hyperlink

Hosting Biobank * Registry & Biobank
Finder ID

Registry Registry & Biobank
Finder ID

Pseudonomized Patient ID * Text

* Required

Template downloadable from:
http://rd-connect.eu/biosamples-data/sample-catalogue/

https://samples.rd-connect.eu/

http://rd-connect.eu/biosamples-data/sample-catalogue/
https://samples.rd-connect.eu/
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Example: upload biobank

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Each Excel sheet is an ‘entity’ and each column is an ‘attribute’

We need to tell MOLGENIS what to do

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Upload wizard
If you want to upload data yourself, ask us for an account

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/

http://molgenis10.gcc.rug.nl
https://samples.rd-connect.eu/
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Upload wizard

Choose file

Click Next

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Upload wizard

second time you 
might want 
update

Click Next

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Upload wizard

Advanced feature

Click Next

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Upload wizard

MOLGENIS 
reports the plan

(final check!)

Click Next

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Upload wizard

Done!

Now you can 
decide to share

Done!

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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View the results in ‘data explorer’

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Choose your newly uploaded set

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Et voila: your own catalogue 😃😃

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Bonus: edit online

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Bonus: edit online

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/


How we transform the data columns from the 
source into data columns desired in the 
catalogue (so all biobanks become 
comparable)

Converting data to standard
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Remember, we are looking for:

Pseudonomized
Sample ID *

Text

Material Type * Value list

Anatomical Site * Value list

Sex * Male / Female

Disease * Orphanet code

Diagnosis Type Value list

Age at Sampling Number

Age at Death Number

Age at Diagnosis Number

Age at Remission Number

Affected Yes / No / Empty

Family members available Yes / No / Empty

Related samples available Yes / No / Empty

Genotype data available Yes / No / Empty

Registry Yes / No / Empty

Sample Collection hyperlink

Hosting Biobank * Registry & Biobank
Finder ID

Registry Registry & Biobank
Finder ID

Pseudonomized Patient ID * Text

https://samples.rd-connect.eu/

* Required

Template downloadable from:
http://rd-connect.eu/biosamples-data/sample-catalogue/

https://samples.rd-connect.eu/
http://rd-connect.eu/biosamples-data/sample-catalogue/
http://rd-connect.eu/biosamples-data/sample-catalogue/
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Acceptable Values

Material Type: Blood, DNA, Faeces, Immortalized Cell Lines, Isolated 
Pathogen, Other, Plasma, RNA, Saliva, Serum, Tissue (Frozen), 
Tissue (FFPE), Urine

Diagnosis Type: Not Specified, Autoptic, Biochemical, Clinical, 
Echographic, Electrophysiological, Enzymatic, Hystological, 
Molecular, Neuroradiological, Radiological, Cytogenetics

Anatomical site: Muscle tissue, Blood, etc (ontology term)
Disease: e.g. Duchenne muscular dystrophy, Ring chromosome 14, 

(ORDO terms)
Affected / * Available: Yes, No, Unknown, Not asked, Not available
Age at Sampling, Diagnosis, etc.: Age of the patient in years, e.g. 5

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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◻ Then no conversion is needed.
⬜ Template: http://rd-connect.eu/biosamples-data/sample-catalogue/

◻ But otherwise:
⬜Use the “Mapping and re-coding service”

Obviously, if you upload exactly this...

https://samples.rd-connect.eu/

http://rd-connect.eu/biosamples-data/sample-catalogue/
https://samples.rd-connect.eu/
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“Mapping and re-coding service”
Semi-automatically convert from biobank to catalogue

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Create a new mapping project

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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+ Add source

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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+ Add source

https://samples.rd-connect.eu/
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Software ‘guesses’ best mappings 

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Per attribute ‘mapping assistant’

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Choose attribute(s)

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Edit mapping

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Edit mapping

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Preview the result

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Repeat for each attribute x biobank
When done, all is green

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
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Time to push the button 

Create integrated dataset

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
https://samples.rd-connect.eu/
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E.g. As researcher I would like to find DNA with Ring chromosome 14 syndrome

Aim: enable ‘sample search’ use cases

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
https://samples.rd-connect.eu/
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What we need:

◻ Your pseudonymized data

◻ Description of how your data maps 

◻ Contact details of the person within your organisation who is 
responsible for delivering your sample data for upload

What we do:

◻ Setup the catalogue to accept your data:
⬜Validate and upload your data

⬜Write the mappings of your data to the standard model

⬜ Provide you with login details

Summary

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
https://samples.rd-connect.eu/
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◻ Learn how (catalogue team) uploads your sample parameters 
⬜ ‘as-is’ from your biobank, i.e. easiest sample sheet you can generate
⬜ bonus: we actually create a little catalogue for each biobank
⬜ bonus: you can also enter data using online forms

◻ Learn how (catalogue team) converts to RD-Connect standard
⬜ We create mappings from your data columns to the standard
⬜ We use a tool called ‘BiobankConnect’ to aid conversion
⬜ bonus: automation

◻ Q&A

We aim for the Catalogue to be self-service in longer term

Webinar summary (hands-on)

https://samples.rd-connect.eu/

https://samples.rd-connect.eu/
https://samples.rd-connect.eu/
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Reading
◻ Sample Catalogue: http://rd-connect.eu/biosamples-data/sample-catalogue/
◻ MOLGENIS https://www.molgenis.org/
◻ MOLGENIS docs @ https://goo.gl/lg7J5n
◻ BiobankConnect paper - http://pubmed.org/25361575
◻ MOLGENIS papers - http://pubmed.org?term=MOLGENIS

Videos
◻ Upload - https://youtu.be/VSZNXdaGIl4
◻ BiobankConnect - https://youtu.be/Gc1VKRCmTWU

⬜ BiobankConnect is the underlying technology used to harmonize the data

Learn more

https://samples.rd-connect.eu/

http://rd-connect.eu/biosamples-data/sample-catalogue/
https://www.molgenis.org/
https://goo.gl/lg7J5n
http://pubmed.org/25361575
http://pubmed.org?term=MOLGENIS
https://youtu.be/VSZNXdaGIl4
https://youtu.be/Gc1VKRCmTWU
https://samples.rd-connect.eu/
https://samples.rd-connect.eu/
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