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The ever-expanding volume of available genomic data has 
fueled the need for efficient and accessible platforms for 
comparative and functional genomics. In 2009, PLAZA 
emerged as a specialized platform dedicated to plant genomes. 
However, the rapid influx of novel plant genomes has left the 
community with a constant demand for frequent additions 
and updates.

You can not only select species, you can 
also upload your genome

Configure the tools and pipline based on 
your needs

Build and deploy on your own resources/
cloud

Starting from coding sequences and GFF files, users can import novel species data in the configuration web application
and combine it with reference data from PLAZA or Ensembl. The application will validate new data and offers several 
configuration options per process. After this configuration, the user can deploy the build on his own resources. 
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We developed a framework which enables users to build their own 
comparative, evolutionary, and functional genomics platform 
based on novel and existing genomes. Using Nextflow and its features as 
the backbone, the framework minimizes both the dependency tree and 
the runtime.  

Conclusion


