Protists are ecologically less sensitive to salinity than bacteria
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Background: Conclusions:

*  Well-studied separation of freshwater and marine bacterial communities. Salinity has a dominant impact on bacterial but not protist brackish

* Distinct brackish bacterial species (Hugerth et al. 2015) with unique adaptations community composition.
(Jurdzinski, Mehrshad et al., 2023). Bacterial alpha diversity increases with inorganicnitrogen.

* Bacterial and protist community composition shift along the brackish salinity Compartmentalization likely decreases the impacts of altered salinity and
gradient (Herlemann et al. 2011, Hu et al. 2015). pH on eukaryotic cells.
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