
LabID principle : recording provenance from sample to data

Workflow object models

LabID workflow integration
Recording data-provenance from sample to workflow results

This work was supported through the Open Science Clusters’ Action for Research and Society (OSCARS) European project under grant agreement Nº101129751

Lab Integrated Data (LabID) is an open-source web-based integrated platform for research data management featuring sample and dataset 
management, an inventory management system and an electronic lab notebook. It is designed to help individual scientists, research groups 
and core facilities better manage, annotate and share their experiments, assays, samples and datasets actively according to FAIR principles. 
LabID allows recording extensive information about the provenance of data (samples, reagents, instrument, protocols, assay parameters). 
The LabID workflow integration extends on this functionality by documenting the provenance of processed-data, typically originating from 
computational workflows. Besides enriching metadata about data-provenance, this new development facilitates workflow versioning, 
collaborative workflow development and tracking of workflow invocations with associated data and metadata. Additionally, LabID seamlessly 
integrates with git, WorkflowHub and Galaxy for the import and export of workflows and workflow invocations.
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