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Insyght proposes a new way to explore the landscape of conserved and idiosyncratic genomic regions 

across multiple genomes and their rearrangements throughout evolution. Its unique display consists 

of a symbolic representation tightly integrated with a proportional view. Insyght is suitable for a 

variety of analyses: genome-wide inference of gene function, detection of evolutionary events, 

phylogenetic profiling and investigation of the core genome or niche-specific genes. 

Zoom on the symbolic (A) and 
proportionnal (B) representation : 

Choose  your gene set and analyze  the presence, 
absence, or multiple copies of homologs. A functionality 

based on filters facilitates the retrieval of genes of 
interest and allows the formulation of relevant biological 
questions, such as finding niche-specific or core genome 
genes that match a few particular functions or biological 

processes. 

The homolog table view : 

Learn more at 
http://genome.jouy.inra.fr/Insyght/ 

Go back and forth between the 2 views 

Browse public dataset: 389 
prokaryotes genomes to date 

Alternatively, you can use a virtual 
machine to compare your own genomes 
(private dataset). The VM includes : 
● the database 
● the pipeline to process the data: blast, 
bi-directional best hit for orthology, 
dynamic programming for synteny 
● the visualization tool 

Select a reference organism 

Visualize the genomic organization with a view that 
combines a symbolic and a proportional representation. 
The symbols highlight a region of interest and provide 

legibility while the proportional view simultaneously 
allows grasping genomic locations and complex 

rearrangements scattered across the genomes and 
occurring at different scales. 

A typical genomic organisation view : The filter functionality : 


