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INTRODUCTION

Dissolved organic matter (DOM) in the ocean is one of the largest carbon pools on Microbial communities shape the molecular composition of DOM and vice versa.

earth, similar in size to atmospheric CO,. Due to its richness in energy and nutrients Earlier studies have shown that seasonal dynamics in DOM composition and

it is fundamental for marine food webs and for microbial life. The microbial loop is microbial communities exist. A central aim of the study was to explore and

an essential compartment in the global carbon cycle and is important for the characterize variations in composition of bacterial communities and DOM over much

transformation and recycling of organic matter and nutrients in the oceans. shorter periods of time, ranging from hours to days.
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» There was no relation between the composition of DOM and the bacterial community
neither in daily sampling nor in hourly sampling.
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nith ® s » Two significantly different sample groups can be distinguished in both daily and hourly
T taken sets of samples of bacterial communities and molecular DOM composition
(PERMANOVA, p<0.1). DOM samples taken hourly do not group significantly.
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Sl Molecular composition of DOM and

é - 7 bacterla.\I community, as indicated by the Acknowledgement

Sal = 1 . 4 } , respective Spearmen rho-values are not We thank Prof. Dr. Karen H. Wiltshire (BAH, AWI Helgoland) for providing environmental data.

-3 -2 il 0 1 2 3 . . . : : Y . : .
dbRDAL (43,19 of fited. 20,206 of total variation) significantly related (RELATE routine). We also thank Helena Osterholz for support during sampling of the 24h-time series, Matthias Friebe and Ina

Ulber for technical assistance and Katrin Klaproth for help with FT-ICR-MS analysis.


https://core.ac.uk/display/17039203?utm_source=pdf&utm_medium=banner&utm_campaign=pdf-decoration-v1

