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Introduction

In tropical Africa, the Stenasellidae Is a diverse family of isopods (Crustacea) that contains a large number
of obligate groundwater species (stygobiontes). Within the Stenasellidae, the genus Metastenasellus
Magniez, 1966 (Figure 1) is currently composed of nine species with a trans-Saharan distribution (Algeria,
West and Central Africa).

Recently, studies documenting groundwater biodiversity in relation to water quality and vulnerability to
pollution and local use have contributed to the descriptions of two new species of Metastenasellus In
Cameroon = The diversity of this genus Is probably underestimated due to a lack of studies and a deficit In
taxonomic expertise.

Objective o | Figure 1: Metastenasellus sp.
Here, we further explore the diversity of Metastenasellus by sequencing the DNA barcode fragment of 57

Beninese and 27 Cameroonian specimens (from 24 and 29 localities respectively, cf. Figure 2).
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Figure 3: Phylogenetic tree (Bayesian inference)

based on COI data (left), and COIl-based species
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