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RESEARCH First Report of Meiofauna from the Tennessee River

Francesca Leasi, Jessica Cline, Noura Elsaeed, Luke Qualey THE UNIVERSITY OF TENNESSEE
Department of Biology, Geology and Environmental Science CHATTANOOGA

WHAT’S LIVING IN THE TENNESSEE RIVER?

Background
M eth Od s Collect sample Extract meiofauna Observe single specimens and

assign them to a taxon

The term meiofauna broadly defines small-sized animals
(<I'mm), widely distributed phylogenetically and
ecologically. These organisms play fundamental trophic
and ecological roles in all aquatic ecosystems. The
biodiversity of marine meiofauna and its links to
anthropogenic activities is routinary investigated, with
most results supporting marine meiofauna as a valuable
bioindicator of environmental changes. However, research

Water and sediment samples were
collected from different sites located
along the Tennessee River.

The diversity of meiofaunal taxa was
estimated through two separated
protocols: observations under
microscopes (Fig. 2a) or using a

Fig. 2a — Meiofauna identification using a morphological-based approach.
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Fig. 3b — Percentage of species found in each phylum.
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