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            IMPORTANT NOTICE
         
        

        
            
            The SplitsTree application has been totally rewritten and in the process gained a new 
            location to which it has been moved. This page is left online only for the purpose of 
            easy transition to the new page.
            
        

        
            
            Therefore, please direct your Browser to www.splitstree.org for access to the most 
            up-to-date information about the current version SplitsTree4, which sports many new 
            features and enhanced usability compared to the version 3.2 which was available on 
            this page.
        
        

        
            
                IMPORTANT NOTICE
            
        

    
        
            SplitsTree uses the split decomposition method to analyze and visualize distance data, 
            especially extracted from biological sequences. If you want to know more details, 
            you should take a look at references.
        

            
    
    
        

        

                


Users of SplitsTree are requested to cite :                            
                            
	Huson, D. H. and Bryant, D. Application of Phylogenetic Networks in Evolutionary Studies, Molecular Biology and Evolution, 2006	
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