Flavobacterium hungaricum sp. nov. a novel soil inhabitant, cellulolytic bacterium isolated from plough field
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Supplementary figure 3. Phylogenomic tree inferred with FastME 2.1.6.1 from GBDP (Genome BLAST Distance Phylogeny approach) distances calculated from genome sequences (Lefort et al. 2015). The branch lengths are scaled in terms of GBDP distance formula d5 (Farris 1972). The numbers above branches are GBDP pseudo-bootstrap support values > 60 % from 100 replications, with an average branch support of 96.6 %
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