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Lake Ohrid (Macedonia) has been the target of an ICDP drilling to investigate evolution dynamics and paleocli-
matic changes recorded in the oldest lake in Europe. The 584 m of sediment archive obtained in 2013 (DEEP
core) show clayey to silty lithologies, differing between glacial and interglacial stadials. Previous studies have
highlighted changes in climatic conditions resulting in differential biogeochemical cycling the lake and shallow
sediment (Francke et al., 2016; Just et al., 2016). Microbial communities are the main actors of this biogeochemical
cycling and their activity results in early diagenetic transformation in the sediments. Geomicrobiology studies
have shown that climatic conditions strongly influence the sedimentary microbial diversity (Vuillemin et al.,
2018). We here investigated this diversity using 16S rRNA gene sequences along the upper ca. 200 m of the DEEP
core from Lake Ohrid.
Results show that Atribacteria, Betaproteobacteria, Bathyarchaeota and to a lower extent Dehalococcoidia phyla
structured the community but their occurrence appears to be independent from each other. Atribacteria and
Bathyarchaeota together with Dehalococcoidia have been described in the rare investigations of deep lacustrine
biosphere (Vuillemin et al., 2018) and were also commonly encountered in ocean sediments. Their metabolic
versatility is adapted to low energy environments where they can realize the fermentation of various substrates
(sugars, propionate and amino acids). Betaproteobacteria-associated sequences were often co-occurring with
cyanobacterial sequences that suggest preservation of ancient DNA from the water column.
We compared the richness and diversity of all phyla with environmental parameters measured in corresponding
intervals to test for the relationship between paleoenvironmental conditions and the subsurface biosphere. We
found no significant relationship between any phylotypes and given environmental parameters, nor with sediment
age or glacial-interglacial stadials. Our preliminary results support a weak recording of early diagenetic processes
and their actors by bulk prokaryotic sedimentary DNA in Lake Ohrid, which might suggest rapid turnover and
replacement by specialized low-energy clades of the deep biosphere.
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