Stronger effects of salinity on bacterial than protist beta but not alpha diversity
in the DNA-monitored Baltic Sea area
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Backgrouna: Conclusions:

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

*  Distinct brackish bacterial species (Hugerth et al. 2015). o Protist alpha diversity increases with salinity, while bacterial alpha
* No signs of local adaptation of bacteria after the Baltic Sea salination diversity increases in winter

(JurdZin.Ski: MehrShf‘d etal, 202.3) » . . o Protist diversity pattern can be explained by gradual local adaptation, and
* Bacterial and protist community composition shift along the brackish salinity bacterial diversity pattern by niches being filled by migration

osradient (Herlemann et al. 2011, Hu et al. 2016).
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