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ABsTRACT. The results obtained through biological research usu-
ally need to be analyzed using computational tools, since manual 
analysis becomes unfeasible due to the complexity and size of these 
results. For instance, the study of quasispecies frequently demands 
the analysis of several, very lengthy sequences of nucleotides and 
amino acids. Therefore, bioinformatics tools for the study of qua-
sispecies are constantly being developed due to different problems 
found by biologists. In the present study, we address the develop-
ment of a software tool for the evaluation of population diversity in 
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quasispecies. Special attention is paid to the localization of genome 
regions prone to changes, as well as of possible hot spots.
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