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1-2-3 Workflow™ is 

designed for casual users  

The whole process takes 

less than 10 minutes!

            Upload up to 8 gene lists 
Browse for your file - less than 1000 genes per list.

            Click “Report” 
The complete analysis will be available in a Word 
document that includes images of your data on 
canonical maps and networks. The report is editable 
and can be emailed to colleagues. 

            Click “Apply”
The workflow automatically calculates:

     •    Common, similar and unique genes 
           for each list 
     •    Enrichment analysis in four ontologies: 
       -  Canonical pathway maps 
       -  GeneGo cellular processes 
       -  GO cellular processes 
       -  Diseases
     •    Most relevant signaling/metabolic 
           networks for common, similar and
           unique genes for each file 
     •    List of most relevant nodes on networks
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Indus t ry  $1,000
Academia $350

1-2-3 Workflow™ Report

Experiments comparison

Experiments 

Figure 2.      The gene content is aligned between all uploaded files. The set of common gene IDs is marked as 
blue/white stripes. The unique genes for the files are marked as colored bars. The genes from the 'similar' set are 
present in all but one (any) file. The parameters for comparison are set as above.

Figure 1.      The experiments uploaded for comparative analysis
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Top scored networks for common

Top maps (sorted by intersection (common))

Figure 12.    The top scored (by the number of pathways) AN network from common. Thick cyan lines indicate the 
fragments of canonical pathways. Up-regulated genes are marked with red circles; down-regulated with blue circles. The 
'checkerboard' color indicates mixed expression for the gene between files or between multiple tags for the same gene. 

Figure 4.   The top scored map (map with  lowest p-value) based on the distribution sorted by intersection (common). 
Experimental data from all files is linked to and visualized on the maps as thermometer-like figures. Up-ward thermometers have 
red color and indicate up-regulated signals and down-ward (blue) ones indicate down-regulated expression levels of the genes.
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