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Bicoverlapper2

What can we do with Bicoverlapper2?  
・Visualization of gene expression matrices as heatmaps  
・Calculation DEGs from raw microarray data  

 

Good  
・GUI-based easy operation  
・Sophisticated graphics



How to use?  
Bicoverlapper2

① R package installation

② Data preparation and import

③ Result



Bad  
 
・Updated at last in 2014 and only available 
for microarray data.  
 
・Annotation database as R package is 
needed.
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MORPHIN

What can we do with MORPHIN?  
・Web-based study for human diseases with model organism genes.  
・Calculation DEGs from raw microarray data  

 

Good  
・It can convert input genes to human orthologs, annotate to the 
human gene network and detect disease-related pathways.  
・Very easy to use



How to use?  
MORPHIN

① Data submission

② Waiting

Available species

Input genes



Result
MORPHIN

①Associated pathway by Fisher’s test ②Associated pathway by RIDDLE method



Result
MORPHIN

③Network plot

Each blue line show functionally 
relational genes.



Bad  
 
・The version of database is old (updated in 
2013~2014)  
 
・No remarkable advantages to use this 
website.

MORPHIN


