
Supplementary Material Figure 2. Phylogenetic relationships inferred from maximum 
likelihood (ML) analyses of the rbcLX locus for 504 representatives of free-living and symbiotic 
Nostoc based on a data set modified from Pardo-De la Hoz et al. (2018) and Magain et al. 
(2018). Bootstrap support values > 70% are provided for major clades. Only one representative 
per terminal is shown, although many terminals are represented by multiple individuals (identical 
haplotypes) isolated from different lichen species and localities. Phylogroup XL is shown in a 
grey box. The scale represents nucleotide substitutions per site.  
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