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Software for viewing and analysing sequences

Lots of programs — should be free, but not always...
Visualization

Multiple sequence alignment algorithms (Mafft, Muscle, T-
Cofee, Clustal...)

Phylogenetic reconstruction (Maximum Likelihood, distance,
Bayes...)

Other (population size, mutation rates, substitution patterns,
selection tests...)
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Mesquite (http://mesquiteproject.wikispaces.com/)
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MEGA (http://www.megasoftware.net/)
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Geneious (https://www.geneious.com/)
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JalView (http://www.jalview.org/)

File Tools Wamsas Help Window

Jalview 2.8

MAFFT Multiple Sequence Alignment of Retrieved from Uniprot
File Edit Select View Format Colour Calculate Web Service
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