A. DeoR family
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Figure S5. Maximum likelihood phylogenetic trees of transcriptional regulators for L-Rha catabolic pathways.
(A) DeoR-family transcriptional factors; (B) Lacl-family transcriptional factors; (C) AraC-family transcriptional factors

Phylogenetic trees were built using the PhyML server (http://atgc.lirmm.fr/phyml/) (Guindon et al., 2010) using the default
parameters and the bootstrap values from 100 replicates. Phylograms were visualized with Dendroscope (Huson et al., 2007).
Other previously characterized regulators from the same protein family were collected from UniPROT (http://www.uniprot.org/)
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Figure S5. Maximum likelihood phylogenetic trees of transcriptional regulators for L-Rha catabolic pathways.
(A) DeoR-family transcriptional factors; (B) Lacl-family transcriptional factors; (C) AraC-family transcriptional factors.

Phylogenetic trees were built using the PhyML server (http://atgc.lirmm.fr/phyml/) (Guindon et al., 2010) using the default
parameters and the bootstrap values from 100 replicates. Phylograms were visualized with Dendroscope (Huson et al., 2007).
Other previously characterized regulators from the same protein family were collected from UniPROT (http://www.uniprot.org/).
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Figure S5. Maximum likelihood phylogenetic trees of transcriptional regulators for L-Rha catabolic pathways.
(A) DeoR-family transcriptional factors; (B) Lacl-family transcriptional factors; (C) AraC-family transcriptional factors.

Phylogenetic trees were built using the PhyML server (http://atgc.lirmm.fr/phyml/) (Guindon et al., 2010) using the default
parameters and the bootstrap values from 100 replicates. Phylograms were visualized with Dendroscope (Huson et al., 2007).
Other previously characterized regulators from the same protein family were collected from UniPROT (http://www.uniprot.org/).




