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So you plan to compute a pphylogenetic tree. But how to begin? 
Should you use DNA or protein sequences? How should you align them? Should you 
work with full-length sequences or domains? What about poorly aligned regions? 
How many sequences do you need? 
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Of course, the quality of the tree depends on the quality of the alignment. Use 
additional sequences to resolve ambiguities, use sevaral MSA algorithms, and don’t 
hesitate to edit the alignment in case you have additional information eg. regarding 
functional sites in your sequences.  
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Regions of the alignment that contain large numbers of gap-characters appear 
unreasonably similar to tree inference algorithms that count gaps as identical states. 
Delete all but a few of these columns. Regions where the alignments itself appear 
uncertain and have no apparent similarity should likewise be deleted: such regions 
only add noise. The same goes for (frayed) termini and other regions that contribute 
little if anything to selection on the sequence. 
However, also place these decisions into the context of your entire set of sequences. If 
sequences are overall too similar, they carry little information of use for tree-
construction. 
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