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Implementation

AP can be used on the ATGC web platform.

* AP is implemented in JavaScript language,
its code source is freely available under
Cecill Licence.

Introduction
* Visualization and interpretation of phylogeographical scenarios is .

increasingly used in many biological fields.

* Several tools can infer ancestral traits for internal nodes in a
phylogeny. Visualizing such information and its uncertainty remains
tedious with current tools. Comparing alternative scenarios is even .
more complicated.

AP is fast enough for displaying very large
trees.

* We present AquaPony (AP, for « Annotation QUick Analysis on .
PhylOgeNY »), a web-based tool that facilitates such operations.

AP can be easily incorporated in other
web-based applications.

Software description and main features

* AP takes as input an evolutionary tree, whose nodes are annotated with some inferred traits.
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* The input file is parsed to extract -_ :
annotations that can be drag & :
dropped from the List of Annotations
and the Annotation panel (Fig 1).

Figure 1: AP interface showing the List of annotations and annotations panels.
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Figure 4: AP interface showing Scenarios panels.

Conclusions and perspectives

* AP eases some manipulations that remain tedious with other tools as the gestion of the uncertainty and the
comparison of alternative phylogeographical scenarios along a branch in the tree.

* AP provides a dynamic interface implemented as a lightweight web-browser, platform independent, application. Its
open source code allows for future extensions and new features.

* Extension to visualize evolutionary networks and study of pertinent scenarios’ scores belong to future work.
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