New Generation Phylogeny.fr

Refactoring Phylogeny.fr for innovative phylogenetic services
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Introduction

Phylogeny.fr[1] is a French website
made to help biologists with no
experience in phylogeny analyze
their data in a robust way. It provides
a set of tools to perform online
phylogenetics analyses from
alignment to tree visualisation.

® Advanced: Predefined workflows with the
possibility to set up each option of the tools.

Phylogeny.fr
Robust Phylogenetic Analysis For The Non-Specialist
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e A la carte: Users make their own workflows

Based on users expectations and by choosing tools and setup options.

inspired from the previous version of
Phylogeny.fr, the new generation will
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What's new ?

The new version will provide a large set of updated phylogenetic analysis programs and a set of optimized, robust and % Ease to update tools

pre-designed workflows, with the ability to extend the basic phylogenetic workflow in various and rich contexts. This % Fastest and replayed analyses

project aims to build an easy-to-install environment dedicated to phylogenetic analyses, coupled with a totally new % More available methods and tools
visualization layer, on top of the workflow management system. * Downloadable and extensible workflows

% Available on Virtual Machine
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Galaxy[2], is a scientific workflow management system, which provides means to build multi-step computational
analyses akin to a recipe. All programs are encapsulated into Galaxy thus making the system able to deal with large % Alignment |
groups of users and/or large sets of data. One last very interesting functionality is reproducibility essential for the kind % Model selection
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*Bioblend[3] is a python library built to remotely interact with Galaxy and use an API key authentication to launch tools.
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A new visualization tool G[':,‘:‘Lt’a‘:{;]ur NGPhylogeny.fr is designed to be Open source software
based on Javascript will be Colobus distributed under the GPL licence. It can be easily deployed on dock
developed to dynamically BF;E;:” any Linux computer, provided that a Galaxy instance is DEred
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Conclusion

With its new architecture and updated tools, NGPhylogeny.fr will offer a robust and accessible analysis platform for the scientific community. It will be available
through both the website NGPhylogeny.fr and a package offering an easy-to-install distribution on any sufficiently powerful machine.
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