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Abstract. Species of the genus Hemidactylus Oken, 1817 are widely distributed, and this is also 
one of the most species-rich genera of the family Gekkonidae. Recent information on the status of 
this genus in Yemen based on samples collected from different localities is presented. The molec-
ular phylogeny was based on 1106 base pairs of mitochondrial genes (736 bp cytochrome b and 
370 bp 12S rRNA), in addition to 359 bp of Phosducin (PDC) as a nuclear gene from 15 speci-
mens of Hemidactylus and several sequences from valid Hemidactylus species obtained from the 
Genbank and two sequences of Hemidactylus angulatus Hallowell from Niger as an outgroup. 
The molecular trees reveal eight monophyletic taxa of Hemidactylus on the mainland of Yemen 
which can be assigned to three groups: three taxa are members of the H. yerburii group, two 
clades are member of the H. robustus group and three compose a new group of undescribed spe-
cies. We conclude that there are four new species and one new subspecies of this genus in the 
mainland of Yemen. 

Key words. Geckos, Yemen, phylogeny, taxonomy, evolution. 

Introduction 
Hemidactylus Oken, 1817 is a species-rich genus of the family Gekkonidae. KLUGE (2001) 
listed some 79 species. This number has further increased in the last decade and has now 
reached some 93 species after the description of newly-found species in Kenya, Myanmar, 
Cape Verde Islands, India, Pakistan, Socotra Island and Benin (BAHA EL DIN 2005, SINDACO 
et al. 2007, 2009, ZUG & MCMAHAN 2007, ARNOLD et al. 2008, GIRI 2008, GIRI & BAUER 
2008, BAUER et al. 2008, GIRI et al. 2009, ULLENBRUCH et al. 2010, AGARWAL et al. 2011 
and others). Many species are extremely similar to each other and almost every morphologi-
cal characteristic used to identify one species is also used to identify another (e.g. the num-
ber of scansors and tubercles) (CARRANZA & ARNOLD 2006). The problem in using morpho-
logical characters in closely related species is that the degree of overlap for almost every 
characteristic often makes it difficult to identify species accurately (KLUGE 1969, SPAWLS 
2002, CARRANZA & ARNOLD 2006). These factors have in many cases led to the overlooking 
of distinct species. For that reason, the dependence on classical taxonomy for the classifica-
tion of this genus, which relies on the measurements and description of morphological char-
acters, is not satisfactory. There is therefore a need for modern methods that depend on DNA 
sequences in these cases.  

According to the study of CARRANZA & ARNOLD (2006), the positions of the Yemeni 
Hemidactylus species fall within two clades: a large group is within the ‘arid clade’ and only 
one species (H. flaviviridis Rüppell, 1835) is within the ‘tropical Asian clade’. The current 
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