
Figure 3. Phylogenetic analysis of RlmD/RlmCD/YfjO- related CDS in mollicutes. Alignment was obtained with 
MUSCLE and phylogenetic tree was inferred using the maximum likelihood method using the PhyML programme 
implemented in phylogeny.fr. Statistical aLRT values >50% are indicated on nodes. Main groups of homologs 
identified are indicated.   
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