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SequencesViewer

Visualization of gene sequences

Clustering

Techniques for extracting knowledge from huge volumes of biological data, obtained 

from DNA microarrays analysis, allow the discovery of previously unknown 

knowledge. 

However, these techniques generally produce many results not easily actionable by

the experts.

We propose a tool dedicated to the support of these experts in the process of

appropriation and exploitation of the knowledge obtained after the extraction

process.

This tool is based on 3 visualization techniques (Clouds, Solar systems and

Treemap) that allow biologists to capture a large amount of patterns (ordered

sequences of genes)..
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The clouds allow to visualize groups of sequences. Each group is identified by a red

center.

The sequences are shaded. The centers are placed according to their distance the one

from the others. The sequences in a group are placed according to their distance from

the center.

The user can move, zoom, display information about centers or sequences. He can

also filter the sequences according to a gene which appears in green.

Clouds representation

The Treemap shows the sequence hierarchy.

At the beginning, the two first hierarchy levels are displayed according to their class

proportion. On click, the user drills down the next level.

The path in the tree is displayed above the Treemap, and helps to return to higher

levels.

Treemap representation

Arnaud Sallaberrya, Nicolas Pecheurb, Sandra Bringayb,c, Mathieu Rocheb, Maguelonne Teisseired

a LaBRI Laboratory of research of informatic, INRIA Bordeaux Sud-ouest, Pikko, France 
b LIRMM, Laboratory of Informatics, Robotics, and Microelectronics, University of Montpellier 2, Montpellier, France

c Mathematic and Informatics Department, University of Montpellier 3, Montpellier, France
d CEMAGREF - Earth Observation and Geoinformation for Environment and Land Management research Unit, Montpellier, France

Email : bringay@lirmm.fr       

The solar system allows to view a sequence with all the associated documents. The

sequence is in the center.

The documents are represented by squares and are positioned around the sequence

according to their proximity. The color of the squares expresses the year of publication.

The user can click on the sequence or on the documents to display information or

access to the document.

Solar system representation

http://www.lirmm.fr/tatoo/spip.php?page=prototypes

SequencesViewer has been developed by the PIKKO compagny.

It is a web application designed for biologists, enabling them to visualize a large

amount of gene sequences.

Collaboration with PIKKO Compagny
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