Input Data
Upload your set of sequences in FASTA, EMBL or NEXUS format from a file:

Or paste it here (load example of sequences)



 

Maximum number of sequences is 200 for proteins and 200 for nucleic acids.
Maximum length of sequences is 2000 for proteins and 6000 for nucleic acids.



Alignment: MUSCLE
Advanced Settings...

MUSCLE run mode [image: (!)]:
Full mode
Progressive mode (faster)
Fastest mode
Default/custom mode

Note: parameters are adjusted according to the selected running mode

Maximum number of iterations:  (default: 16)
Find diagonals (faster for similar sequences)



Phylogeny: MrBayes
Settings

Likelihood model

    Number of substitution types:                 

    Substitution model:                                                                       

    Rates variation across sites:                      

Markov Chain Monte Carlo parameters

    Number of generations:                 

    Sample a tree every                     generations 

Summarize results

    Discard first                                                   trees sampled (burnin)



Tree Rendering: TreeDyn
Settings

Tree can be customized using the dynamic tree editing interface.
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