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The Norway lobster, Nephrops norvegicus, has a considerable commercial value in the Mediterranean,
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especially in the Adriatic Sea. The gut microbiome plays a critical role in many key biological aspects. Diet

significantly influences the composition of intestinal microbiota, underscoring the importance of its analysis
(Silva et al. 2011). Given the high economic and ecological significance of the Pomo/Jabuka pits, assessing the

ecological characteristics of key species over time and space is crucial.

The Pomo/Jabuka Pits hosts a dense population of small Norway lobsters (Angelini et al. 2020). Over time,
various management measures were implemented, culminating in the establishment of a Fishery Restricted
Area (FRA) in 2017 by the GFCM. The microbiome of N. norvegicus and of the surrounding environment were
assessed through 16S rRNA gene V3-V4 region high-throughput sequencing. The specimens were collected
through scientific trawling surveys in 2019 and 2023. 80 samples, equally distributed over the years, were
examined for the gut microbiome analysis, whereas 382 samples were involved for stomach content analyses

(SCA) to assess the diet (229 in 2019 and 153 in 2023).
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Figure 2. Histogram showing the relative abundance (%) of different bacterial families (indicated by
different colors) in different environmental matrices (Sediment and Water) and N. norvegicus
(Nephrops) samples over the years and by depth (In > 200m, Out < 200m).

The results obtained can be employed to improve fisheries management. Furthermore, important data on the
eukaryotic and prokaryotic biodiversity of the study area are provided.
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SCA showed that N. norvegicus
consumes crustaceans, fish, and
cephalopods. Significantly
different dietary patterns were
observed depending on depth.
Iridonida  speciosa dominates
the diet at greater depths. At
lower depths, a more diversified
diet was observed. The
significant differences found in
the diet may have influenced
the gut microbial communities.
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Alpha diversity of gut microbiome
varied significantly with depth and
was distinct from environmental ones.
Gut microbiome was less diverse, with
77% of Amplicon Sequence Variants
(ASVs) being unique and not shared
with the environment. Although
community composition did not show
significant differences considering the
depth, gut microbiome at depths
greater than 200m was primarily
characterised by Fusobacteriota. In
contrast, at shallower depths, the
community more heterogeneous,
dominated by Synechococcales and
characterised by Rhodobacteriales
and Hyphomicrobiales.



