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phylogenetics?
No Yes
r’d R\
Aligning thousands After alignment run
of sequences? StaggerAlignment
I
No
Yis v
Only very similar
Provide a chained sequences?
guide tree I
+ Yes No
o +
Specify arguments: P
iterations = 0 ome sequences
refinements=0 | | much shorter than
_J others (fragments)?
Yes
Specify arguments: [4~
restrict =-1e10 S
normPower = 0 Ready to align!

Restricting the alignment
space increases speed
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unless aligning fragments.




