73 Lysobacter niastensis GH41-7T (DQ462462)

Lysobacter enzymogenes DSM 20437 (AJ298291)
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B iz Luteimonas aquatica RIB1-20" (EF626688)

Luteimonas panaciterrae Gsoil 068T (AB245359)
Luteimonas saliphila SJ-9T (MW504973)
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Fig. S1 Phylogenetic tree reconstructed by minimum-evolution (ME) method based on 16S rRNA
gene sequences. Bootstrap values >50% are shown at branch points. Bar, 0.005 substitutions per

nucleotide position.



