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Contexte et Objectifs

* Les besoins en visualisation de données
genomiques sont tres divers

* Nombreux outils de visualisation, souvent
spécifiques d’'un probleme donné. Quelques
un generiques et adaptables.

=» Comment comparer de maniére objective et
standardisée ces outils ?
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Définition des criteres

" 60 criteres prédéfinis

" 60 nouveaux criteres dans 4 catégories:
" Technical features
= Data content and connectivity
= Graphical User Interface (GUI)
= Annotation editing and creation
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Exploration des résultats

* Les criteres peuvent étre pondérés selon
I"importance qu’on leur accorde

* 3 profils de pondération ont été prédéfinis :
— Biologiste
— Bioinformaticien
— Informaticien

e Visualisation sous forme de tableaux ou
graphes radar.
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Site Web

CompaGB : Evaluation and comparison of genome browsers features  tesintreqisten

[Home] /[Compare GB features] [Community : making CompaGB better]

I

8 [~] 3 Graphical User Interface (GUI)
! 3 Graphical User Interface (GUI)

[~] 3.1 Richness of the zooming features

[~ 3.2 Advanced GUI visualisation techniques

=

‘ X P Description of the criteria and the three score : 0/Bad, 1/Average, 2/Good
[~] 3.3 Richness of the elements of the GUI that represent the genomic annots >

[~] 3.4 Diversity of the color code for the widgets representing the genomic an| Sepllieeight the tens
P Step 2 : Select the Genome Browsers you would like to compare

[~]35C ization of the tracks ing the genomic

[~] 3.6 Ease of navigation throughout the genome ¥ Results - comparison of the selected GB

[~] 3.7 Richness of the ways to represent the genome Legend : 3.1 Richness of the zooming feat...
3.12 Internationalization 3.2 Advanced GUI visualisation t...

[~] 3.8 Richness of the ways to represent the strand and frame
¢ Ensembl genome browser

© [~) 3.9 Richness of the comparative genomic features .
(] 3.9.1 Advanced visualisation techniques for homolog display * GBrowse (March 2009)
3.1 Customization of the GUI 3.3 Richness of the elements of ...

[~] 3.9.2 Advanced visualisation techniques for synteny display
¢ MuGeN (February 2009)

[~]3.9.3 Ad d visualisati i for seq alignment display

[~] 3.9.4 Abundance of genomes that can be displayed at the same time in
) W

(+13.9.5 Abundance of genomes that can be displayed at the same time in 3.10 Richness and cleanliness of... ] 3.4 Diversity of the color code ...

[~] 3.9.6 Abundance of genomes that can be displayed at the same time in

[~] 3.9.7 Abundance of scales available in the homologs view

[~] 3.9.8 Abundance of scales available in the synteny view

[~] 3.9.9 Abundance of scales available in the sequence alignment view 3.9 Richness of the comparative ... 3.5 Customization of the tracks ...
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[contact]

http://genome.jouy.inra.fr/CompaGB
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Conclusion et perspectives

 QSOS permet une évaluation et une
comparaison complete et pondérée des outils.

* Pour que |'évaluation soit la moins biaisée
possible, elle doit étre multiple.

* Nous invitons les personnes intéressées a
venir consulter et compléter les évaluations
sur le site web.
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http://genome.jouy.inra.fr/CompaGB
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