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phBglII phylogeny 
Maximum Likelihood (-lnL=--795.6768) tree using T92+G model. Branch support after 100 
bootstrap replicates, cutoff=50%. 
 
 
Here the only evidence is a suspected partition into two sub-families: the Genbank 
sequence is made by two monomers and each one fall in different cluster. With respect the 
Genbank sequence there is not division based on arrangement. It is to be noted that about 
this satellite DNA little is known (at least, until now…). 
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