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Introduction
Marine bacteria play an important role in food webs especially with regard to nutrient cycling. Latest investigations
reveal specific populations of bacteria associated with microalgae. These bacteria live in the phycosphere and feed Helgoland

on algal exudates. But mechanisms controlling the community composition are still poorly understood. In this
study we examined bacterial association with microalgae with focus on changes in bacterial community
composition during different growth phases of the algae. We investigated 10 freshly isolated key species (diatoms
and dinoflagellates) off Helgoland Roads. Fig. 1: Study site and sampling point

in the German Bight, Helgoland
Methods

In order to follow the development of algae we recorded their morphology and their photosynthesis efficiency using pulse amplitude modulation. Diversity
and succession of bacteria were analyzed by rDNA internal spacer analysis (RISA) and denaturating gradient gel electrophoresis (DGGE).
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