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Figure 4.9 Global maps of the abundance of a) OlsB2, b) OlsB and c) OlsF, normalised to the 
abundance of the conserved single copy gene RecA, in the Tara metagenome dataset. Only 
surface seawater samples (collected at 5m depth) are shown, and viral metagenomes 
(collected with a lower filter size less than 0.1 μm) were excluded. Sequences were retrieved 
from the metagenomes using a Hmmer search and then classified as either OlsB, OlsB2 or 
OlsF using the phylogenetic placement algorithm pplacer, as described in more detail 
elsewhere in the text. Grey circles indicate no sequences corresponding to that gene were 
detected in the sample. 
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