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Open data versus closed data



Find studies

Process data

Integrate

Evaluate

Combine with yet other 
data

Typically we want to:



FAIR data

Findable

Accessible

Interoperable

Reusable



Find it through a FAIRport



But first we need to capture it



A common standard
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The study description points to:

• And is the raw data 
provenance

The raw data

• Which together is the 
processed data provenance

The data 
processing 
protocols

• Typically two levels: clean 
and interpreted

The processed 
data

• For which we need 
knowledge based models

The integrated, 
evaluated data
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Epigenetics DNA Methylation Pipeline
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QC, processing
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Process the data…



Fairports:

connecting to 

other data

We both need 

Study Capturing



internal and
external

data
repositories

e.g. dbNP,
Sage, Atlas

Knowledge
resources & 

(semantic web)
Integration

e.g. Open PHACTS
WikiPathways

Study Capturing
ISA/GSCF

Models

study
data
processing,
statistics,
storage
e.g. arrayanalysis.org

Ontologies

modeling & data integration,
network biology (extension),
supervised statistics

curation, 
simulation annotation &

provenance

BiGCaT approach to Bioinformatics for Integrative Systems Biology

applications

mapping
BridgeDb

extraction,
SPARQLing
conversion



http://www.wikipathways.org/index.php/Pathway:WP430






