Additional file 5 – Additional phylogenetic trees derives from unconverged PhyloBayes CAT and CAT+GTR analyses.
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Additional file 5a - Phylogram derived from 14-gene dataset using PhyloBayes  with the CAT model – the first chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5b - Phylogram derived from 14-gene dataset using PhyloBayes  with the CAT model – the second chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5c - Phylogram derived from 55-gene dataset using PhyloBayes  with the CAT model – the first chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5d - Phylogram derived from 55-gene dataset using PhyloBayes  with the CAT model – the second chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5e - Phylogram derived from 69-gene dataset using PhyloBayes  with the CAT model – the first chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5f - Phylogram derived from 69-gene dataset using PhyloBayes  with the CAT model – the second chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5g - Phylogram derived from 69-gene dataset using PhyloBayes  with the CAT+GTR model – the first chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.
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Additional file 5h - Phylogram derived from 69-gene dataset using PhyloBayes  with the CAT+GTR model – the second chain. Values at nodes represent posterior probabilities. Asterisks represent nodes with posterior probabilities equal to 1.0.

