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Alignment with MUSCLE/ Clustal X

Taxon Sampling

17 taxa belong to Bromus section Bromus

Maximom Bayesian Analysis

Mr Bayes

Maximom Liklihood Analysis

RAxML.

 From total of characters (561), 243 were informative.

 264 shortest tree with L= 264 steps and CI= 0.981 and RI= 0.982 

were generated.

Dataset were analyzed with GTR+I model by Bayesian inference 

using program MrBayes.  

Fifty percent majority rule consensus tree resulting from Bayesian analysis .Numbers above 

branches are posterior probability and parsimony bootstrap values, respectively. Values<50 % 

were not shown.


