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DBT: SQLOntobridge: SPARQL

https://github.com/InformaticaClinica/OntoBridge/

Federated data analysis: dsOMOP

The dsOMOP package is designed to facilitate the interaction with remote 
databases formatted in the Observational Medical Outcomes Partnership (OMOP) 
Common Data Model (CDM) from within a DataSHIELD environment. DataSHIELD 
allows statistical analyses to be performed on individual-level data, but without 
being transferred from their original location. 

https://github.com/isglobal-brge/dsOMOP

Federated data discovery: G4GH Beacon v2

https://gitlab.bsc.es/impact-data/impd-beacon_omopcdm

The GCAT Cohort is a prospective cohort study that 

includes 19,329 volunteers from Catalonia. Participants 

complete a self-administered computer-based 

questionnaire that collects data on a large number of 

lifestyle and health-related factors. Detailed 

epidemiological and anthropometric measurements, 

and the electronic health records (EHR) of the Catalan 

Public Healthcare System are also collected. Blood 

plasma, blood serum and white blood cells are 

extracted, and their genomic profile has been 

characterized by comprehensive genotyping and whole 

genome sequencing. Since 2023, GCAT is part of the 

INB/ELIXIR-ES resources portfolio.

Raw data has been loaded into a Postgres 

database and characterized using OHDSI open 

source tools. White Rabbit was used to generate 

a database profile. Rabbit-in-a-Hat to design the 

ELT and Usagi for mapping the medical 

terminologies in the original data to OMOP 

concept_ids.

The GA4GH Beacon v2 enables   
the federated discovery of data 
sources that meet specific genomic 
or phenotypic criteria. We 
developed a plugin that allows 
integrating OMOP CDM databases 
into the Beacon ecosystem.

For data transformation, two different approaches were evaluated: traditional SQL-based ELT using DBT 

and a novel approach using a tool called OntoBridge, which models data sources, CDMs like OMOP and 

their mappings by means of ontologies. Here, we use the outputs of White Rabbit and Usagi to model 

data sources, and use SPARQL queries to extract data as OMOP-compliant tables. 
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Code available at http://github.com/DATOS-CAT


