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Maximum Likelihood tree of 36 Janthinobacterium spp. based on the
Whelan And Goldman + Freq. model (WAG). The tree is rooted to
Chromobacterium violaceum (i.e. bacterium from closely related genus).

The tree with the highest log likelihood (-37179.26) is shown. Circles
indicate bootstrap values > 0.9.
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Maximum Likelihood tree using 16S rRNA gene sequences of 31 222
Janthinobacterium spp. based on the General Time Reversible (GTR) ERGS5
model. Five Janthinobacterium spp. with short 16 rRNA gene nucleotide PAMC 25724
sequences were excluded from the tree. The tree is rooted to HH104
Chromobacterium violaceum (i.e. bacterium from closely related genus). MEG1
Circles indicate bootstrap values > 0.5. MP50598
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