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Copepods (Arthropoda) are the most important micro-metazoans in terms of abundance, biomass, and | AL —— ),..J-mp
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iversity in the global ocean“. These small crustaceans transfer energy and organic material from 2 T i Yoo '
phytoplankton primary producers to animals of higher trophic levels, such as planktonic fish and it ” ‘ ?K\ éxvoton ),_...Anm
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carnivorous invertebrates, thus representing essential food web components (Fig.1). Copepods can also " o worocucton I 3 st o
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contribute to the microbial loop through the release of nutrients and DOM from fecal pellets, and the phytoplankton o forage fish

decomposition of their moults and carcasses, with an important contribution to biogeochemical cycling DTy procleers;

and carbon sequestration®. There is evidence that associations between copepods and microbes are
pervasive (Fig.2), and that the microbiome diversity change with environmental conditions, and among
different genera3>®. The symbiotic bacteria can provide important functions being involved in the

processes of host digestion, uptake of nutrients, reproduction, immune response, and other defences?.
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- Figl: Copepods are essential components of the food web

Some bacteria, typically associated with marine copepods, produce chitinases and are able to utilize chitin
as a source of carbon and nitrogen. This suggests that some bacteria have adapted to growth in =
association with the copepods influencing their well-being. WY/ | A2
Understanding the diversity of the microbiome and how it interacts with the copepods their lifetime is J,& : , 3 -
essential to better understand the functioning of the marine ecosystems also in the light of current global — e
change scenarios. ,
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1. Exploring the microbiome diversity of different copepod species inhabiting different Mediterranean
coastal ecosystems

2. Assessing interactions and functions of the microbial assemblages of different copepods with different
trophic strategies
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3. Investigating microbiome variability according to the hosts’ sex and life stages 4 » ot T
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4. Assessing the functional roles of microbiomes that can confer abilities to the host to cope with human- : ‘ Va1 ]
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driven impacts.
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Fig.3: A: Adriatic coast (Al: Portonovo bay; A2: Esino river); T: Tyrrhenian coast (T1: LTER- Mare

Sample collection and laboratory methods Chiara : T2: Sarno river)

_ AR i | _

Target species

A /2 7N i F F 52 &

areas identified for the analysis of the"e-Qerod microbiomes are located in the coastal Adriatic
1ian Sea (TASK 1) (Fig. 3). |
nthropogenic impact (river ites were compared to
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Fig.5: Experimental design
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