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Databases are crucial tools for the traceability and accessibility of scientific data, from field sampling to data sharing.
We developed the “ViroBase” database to manage and facilitate access to all information on samples collected and analyzed in our lab, such 
as: sample geographical origin, host plant species, observed symptoms, data and type of samplings, host and pathogen taxonomy, samples 
processing. "ViroBase" has been developped in 2015-2016 under the open source object-relational database system PostgreSQL. A user-
friendly interface implemented using the framework web2py facilitates access to records through simple queries. 

Today, Virobase allows to manage various information including: 10456 samples records, originating from 4727 plants and corresponding to 
different storage process, 16402 ELISA test results, 7962 DNA sequences of virus (Sanger, NGS) characteristics for 2745 PCR primers...

Virobase and its dedicated interface facilitate the collaborative work, not only within the lab but also with external partners. Its conceptual 
framework will be soon extended to other biological models studied in our lab, such as bacteria and fungi.
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