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1 Gene name and project information 

2 EASANA® version  

3 Click on this link to logout. 

4 “transfer icon”: access to the “file manager tool”; “envelope icon”: send an email to us. 

5 FAST DB® Client Edition to get information regarding splicing of gene products. 

6 Probe data: get information regarding probe (Affymetrix IDs, localization, intensities, regulation…). 

7 Search another gene using any kind of keywords (need to be “validated”, see 10). 

8 Change for another project for which you want to display the probe intensity in EASANA® (need to be “validated”, see 10). 

9 Possibility to filter probes based on different kind of criteria (need to be “validated”, see 10). 

10 “REFRESH” button to validate choice from 7 and/or 8 and/or 9. 

11 Possibility to include information from EST data (depending on EASANA® version). 

12 Switch color mode (default is absolute: a given color corresponds to a precise fold-change; relative: all color is relative to the highest 
fold-change). 

13 Switch color mode to Splicing Index (default is expression). 

14 Switch scale mode (default is relative: length of exons and introns are proportional; off: all exons have the same length: see 14’). 

15 Pictogram indicating the specie used for the project (Human/Mouse) 

16 Exon/intron structure of the gene (blue boxes correspond to exon and horizontal lines to introns). 

17 Alternative events are displayed in red. In this example, exon 19 is known to be skipped. 

18 Rectangles under the exon/intron gene structure correspond to probe localization.   

19 
This track under the gene structure represents the mean of the replicated experiments. Project name, experimental conditions, 
mean fold-change and p-value at the gene level are indicated here (not always the same value than in the results from the 
EASANA® analysis module: to be faster, visualization makes mean of all the gene probe intensities in the different replicates).  

20 

Each bar corresponds to one probe (Note that these tracks are not at the same scale than the gene structure graphics!). Bar height 
corresponds  to probe intensities (bars above correspond to condition2 (Cerebellum), and white bars below to condition1 (Other 
tissues)). 
Bar color corresponds to fold-change of probe intensities between condition2 and condition1. Red bars correspond to up-regulated 
probes, green bars to down-regulated probes, and black bars correspond to probes whose intensity is the same between the two 
experimental conditions. 

21 As noted previously (20), the scale of these tracks is not the same than the gene structure on the top of the page. The grey track 
between bars showing intensity in the two conditions allows to retrieve the exonic localization of probes.  

22 
Color under probes indicates the “constitutive level”: blue means that this region is shared by at least 75% of transcripts; purple 
means that this region is shared by more at least 50% of transcripts (and less than 75%); red means that this region is shared by 
less than 50% of transcripts. 

23 
We defined high-quality and low-quality probes that can be excluded from the visualization using the corresponding filters (9). 
For example, some probes target a genomic region that is identical to other chromosomal localizations: these probes are 
represented as a red-bordered dark-grey rectangle.  
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Exon level: 
 

Probes targeting exon 15 are more red than the other probes, indicating 
that this exon is more included in transcripts from cerebellum cells 
compared to transcripts from the 10 other tissues cells. Moreover, exon 
15 is already known to be a cassette exon. 
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Gene level: 
 
Most probes are red, indicating that this gene is more expressed in 
cerebellum cells compared to cells from the10 other tissues. 
 
The mean fold-change indicated by the 
EASANA® visualization module is x1.23 (see figure above). 
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Cerebellum vs. Kidney 
Gene level: gene is more expressed in cerebellum; 
Exon level: exon 15 is more included in cerebellum. 
 
Cerebellum vs. Liver 
Gene level: there is no variation at the gene level; 
Exon level: exon 15 is more in cluded in cerebellum. 
 
Cerebellum vs. Muscle 
Gene level: there is no variation at the gene level; 
Exon level: there is no variation at the exon level. 
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4- FAST DB® Client Edition 
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Gene View 

Gene annotations 

Transcripts View 
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5- Probe Data 
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