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Figure 2 - Methods

Methods

The spread of invasive species, from the Red Sea into the Mediterranean Sea
(Lessepsian alien species), is one important driver of biodiversity loss in this basin

[4].

Currently available literature on Lessepsian species mainly focuses on ecological
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data and the few genomic studies carried out so far have not thoroughly Multiple

investigated the role and impact of adaptive and deleterious variability in the From muscle Using Cactus

colonisation of the Mediterranean [1, 2, 3]. Extraction samples Genome and PhyIOP
Alignment

Among more than 900 invasive marine species we decided to focus on S. rivulatus
and P. miles.

The first one is an herbivorous species that entered the Mediterranean
spproximately around 1930 and has since spreaded throughout the eastern basin.

P. miles, also know as Devil firefish (or Lionfish) has appeared in the Mediterranean
in the first years of the 1990’s but its rapid expansion began around 10 years ago. Variant
This species is a major threat for biodiversity and it is also dangerous for humans
beacuse of its venomous spikes.
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e Study the impact of adaptive and deleterious genetic variation of these two -
successful Lessepsian species in the invasion of the Mediterranean Sea.

e Test whether these populations share genomic characteristics that predispose Meanlngful
them to easily spread in a new environment.

e Understand the consequences of the invasive processes on the genetic variability mutations |

of these species.
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Sampling and DNA extraction

We sampled at least 10 individuals from each selected location in the
Mediterrenean (Figure 1, Figure 2) and from the Red Sea. Then we extracted the
DNA from these samples

Figure 1 — sampling map
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1- Red Sea; 2- Cyprus; 3 - Crete;
4 - Ionian islands

Siganus rivulatus genetic rescue intervention - Maroso et al. 2023
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