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Latitudinal diversity gradients (LDGs)

Definition: Biodiversity analysis of surface ocean prokaryotes globaly distributed metagenomes

High species richness around the equator, _
decreases towards the poles Species-level

: taxonomic profile
Applies on land and sea and across o
domains of life, including prokaryotes (~2,000 metagenomes)
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Diversity still lacks a generally agreed explanation!
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Results

1 The surface ocean LDG is shaped by a few species-rich lineages

Prokaryotic richness peaks at low latitudes Prokaryotic species richness is dominated Without Alphaproteobacteria &
particularly iniatrient-scarce gyre rgﬁi__oj‘sé by Pseudomonadota (especially Cyanobacteriia, the typical LDG shape would
Alphaproteobacteria) & Cyanobacteriia not exist for surface ocean prokaryoties
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7 Masked by a few species-rich lineages, a variation of LDG shapes exist

Differences in LDG shapes Richness hotspots & their environmental conditions
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