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Figure S1. Neighbor-joining tree based on multi locus sequence analyses (MLSA).
The tree was constructed using ARB v5.1 and the neighbor-joining algorithm. The amino acid 
sequences of single copy gene products of the Roseobacter and Escherichia coli core genome 
were concatenated, aligned and used for tree calculation. Bootstrap values are given for each 
node. Nodes that were reproduced by maximum-likelihood calculations are marked by black 
filled circles. Subclades of the Roseobacter clade, which were defined by Newton et al. (2010) 
[1], are marked by different colors. E. coli K12 MG1655 was used as outgroup. Type strains are 
marked with (T).
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