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Supporting Figure 5. Example of incongruent tree topologies when comparing paired end-sequences 
from environmental fer1(env) clones (numbered 1, 2, and 3) versus the fer1 isolate genome sequence. The 
data provides further evidence consistent with recombination amongst individual variant sequence types 
within the fer1(env) population. (A) Ferroplasma acidarmanus fer1 genomic region spanning 
approximately 4.5 kb (genes 1456 to 1458) and the location of fer1(env) clones mapped to this region. 
Solid colored lines represent end-sequences (forward and reverse reads) generated from shotgun 
sequencing. (B) Maximum likelihood tree for both the forward (F) and reverse (R) clone sequences. If 
multiple coexisting strains were present in the absence of recombination, congruent topologies should hold 
among paired F/R end sequences for an individual clone. In contrast, a highly recombinogenic population 
characterized by a limited number of sequence variants would predict incongruent topologies of the nature 
depicted here. This phenomenon is repeated throughout the fer1(env) environmental sequence data. 




