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Supplemental Figure 9. Maximum likelihood phylogeny of GlgA2 (A) and 16S RNA (B) of the same strains of Cyanobacteria. All the sequence for 3 
each tree was taken from the NCBI database, aligned with MUSCLE and then blocs were selected with BMGE (Criscuolo and Gribaldo 2010) and 4 
checked manually. The maximum likelihood phylogenies were built using IQTREE (Nguyen et al., 2015), and either LG4X matrix (Le et al. 2012) 5 
(A) and GTR+I+G matrix (Lanave et al. 1984, Yang 1994) (B). The bootstrap values are indicated on each branch, based on 1000 bootstrap replicas. 6 
(A) The outgroup was chosen among the closest sequences of cyanobacteria GlgA2 present in the NCBI database and that belongs to GlgA2 family.  7 
(B) The outgroup is composed of Gloeobacter 16S RNA sequences, that is known to be an early branching cyanobacterial group. The groups of 8 
organisms found in both trees are highlighted in different colors.    9 
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