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Selection for background matching 
drives sympatric speciation in Wall 
Gecko
Domenico Fulgione   1, Maria Buglione1, Daniela Rippa1, Martina Trapanese1, 
Simona Petrelli1, Daria Maria Monti2, Massimo Aria3, Rita Del Giudice2 & Valeria Maselli   1

The Wall Gecko shows heterogeneous colour pattern, which may vary among individuals, depending on 
the time of day and on the habitat segregation. Nocturnal pale geckos live exclusively on walls. Diurnal 
dark geckos preferentially live on olive tree trunks, demonstrating an ability to change skin colour that 
is superior to that of the pale gecko and allows diurnal geckos becoming camouflaged on the diverse 
substrates occupied during the day. In our study, the nocturnal/pale/wall and diurnal/dark/trunk geckos 
could be considered the extremes of an ecological cline of morphological variation on which divergent 
selection may be acting. Combining the effect of balancing selection on nocturnal geckos and disruptive 
selection between two sympatric populations could lead to speciation. All geckos analysed here 
belong to the same species, as confirmed by genetic characterization, however diurnal and nocturnal 
gecko populations seem to be in an early stage of incipient speciation. These two different morphs still 
combine genes, as revealed by neutral genetic markers, yet they show complete separation according 
to the analyses of mtDNA coding genes. Experimental results show that diurnal and nocturnal geckos 
do not swap their niches, likely because the predation pressure causes severe selection for background 
matching. Genomic analysis of complete mtDNA suggests that nocturnal geckos seem to be under 
balancing selection perhaps due to the narrow niche in which they live, whereas the daytime population 
has more opportunity in fitting into the multiple available niches, and they experience positive 
selection. Here we hypothesize that the ecological segregation that we are witnessing between the 
nocturnal and diurnal geckos, can lead to a ecological speciation.

Divergent natural selection caused by shifts in ecology or invasions of novel habitats plays an important role in 
adaptive population divergence and speciation1. Selection is ecological when it arises from the interaction of indi-
viduals with their environment during resource acquisition2, it can be divergent when it acts in contrasting direc-
tions on different populations. This includes the special case in which selection favours opposite, usually extreme, 
phenotypes within a single population (i.e. disruptive selection). The latter is the dominant form of selection in 
theoretical models of sympatric speciation driven by natural selection3,4.

Speciation resulting from ecologically-based divergent selection has recently received considerable atten-
tion2,5, although only a few strong cases have been reported for this phenomenon, involving arthropods6, fishes7 
and whales8. For terrestrial vertebrates, Darwin’s finches9–11 and finches on Tristan da Cunha12,13 have been 
described, in which a typical example of adaptive radiation acting in parallel with ecological speciation has been 
observed.

The Wall Gecko (Tarentola mauritanica) is a common medium size lizard, widely distributed in the western 
Mediterranean basin (Fig. 1A). The Wall Gecko has specialised microscopic suction pads on its toes, known as 
‘setae’, which allow the gecko to climb flat surfaces including walls and ceilings14,15.

Several specialist and enthusiast authors have shown, in local atlas, reports and web movies, the occurrence 
of an extraordinary interspecific colour variability16. Some reports describe animals with heterogeneous colour 
pattern ranging from whitish grey to brownish-black, with darker and lighter spots17,18, which may vary among 
individuals, depending on the time of day and the physiological conditions19. Geckos are described as primarily 
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nocturnal, with some basking during the day to regulate their body temperature20–23; these occupy a more limited 
diurnal living space than the purely nocturnal type24. They are typically associated with vertical surfaces21 and 
frequently use areas around artificial light sources for foraging25. Mating occurs between March and July with a 
second mating sometimes taking place in autumn26,27.

Based on these reports and original observations, our group has demonstrated that the Wall Gecko has the 
ability to change the colour of its skin to better match its surroundings and make it less conspicuous to preda-
tors28–30. In addition to this individual colour variation, the species shows a gradient of ranging from dark geckos, 
living by day, to pale geckos that meet at night.

Here we hypothesize that this diversity could induce segregation and drive a population division mainly based 
on a temporal split (day - night). Moreover, in our field observations we have noted mating events both at night, 
between the pale gecko, and during the day between dark geckos.

Thus, we have performed an ecological survey and several experiments, all aimed at identifying the ultimate 
and proximate causes of morphological and ecological variation in the Wall Gecko, and its proximate and remote 
causality. In particular, we have utilized a broad and multidisciplinary experimental approach, which is summa-
rized in Fig. S1 (graphical abstract).

We worked in a remote study area of the Cilento Vallo di Diano and Alburni National Park (South Italy), con-
sidered a habitat island (sensu Whittaker and Fernandez-Palacios 200731), far from maritime or other commercial 
activities, with a very low human incidence. This is to avoid the introduction of non-native geckos to the area 
being investigated. In fact, dispersion of gekkonids within their range has been altered through passive transport 
by man, mainly at trading harbours.

Our data describe, for the first time, evidence of incipient ecological speciation in sympatric populations of the 
Wall Gecko. Firstly, we quantify colour variation by measuring the reflectance of the skin of a small isolate popu-
lation, grouping it into three classes: pale, dark and intermediate geckos. The two extreme colour phenotypes are 
separated temporally. To investigate the split in the two ecological niches, we have designed experiments of popu-
lation genetics and capture/marking/release to determine how much they are currently separated. The amount of 
melanin in the skin determines the ability to change skin colour, but only so far as to better adapt to the niche, not 
to shift into the other niche. We provide support that predation affects segregation of diurnal dark and nocturnal 
pale geckos, with effects also on the genetic variability.

Methods
Study area and sampling.  The study was conducted in Punta Licosa (40°15′N, 14°54′E), located in 
Southern Italy, near the coast of the province of Salerno, characterized by Mediterranean vegetation, olive tree 
cultivation, rural buildings and stone walls (Fig. 1A–C).

We caught 70 Wall Geckos by hand or by noose. After experimentation, 50 geckos were released at the point 
of capture and 20 individuals were sacrificed for sampling tissue.

Gecko presence and distribution.  The study area was visited during the day and night to assess the pres-
ence/absence of geckos. We examined the external surfaces of each structure (walls, olive tree trunks, verandas, 
other human constructions, etc.) using binoculars (Swarovski 10 × 40) and torches (Ledlenser MT14), annotating 
the characteristics, the number, the position and phenotypic traits of those observed. Each site was surveyed for 
an average of 15 minutes, either from 7.00 am to 6.30 pm or 7.00 pm to 6.30 am, for diurnal and nocturnal obser-
vations, respectively. Surveys were not conducted during rains or when the temperature was below 18 °C.

Predation pressure assay.  Predation pressure on geckos was tested using plasticine models7,32–37. We pro-
duced 40 realistic models for each form of adult gecko, constructed by pouring non-toxic plasticine into a flexible 
mould using a preserved museum specimen and then painting to resemble the colours of wild pale and dark 
animals. Each plasticine coloured model population was divided in two sub-populations put on trees and walls 
in the study area (N = 20 and N = 20, respectively) approximately in the same position where a real gecko was 
previously observed.

After leaving pale and dark models on the wall of houses during night, and leaving pale and dark models on 
the tree trunks during day, we recorded the type and frequency of beak marks by stereomicroscope LeicaEZ40 
(Leica Microsystems srl, Milan, Italy). We considered a model as “attacked” when it exhibited at least one clear 
beak mark or when it had disappeared. The predation signs were assigned to the most likely predator, based on 
morphological features. We divided predators in “aerial” (mostly birds as Strix aluco, Athene noctua, Falco tin-
nunculus, Lanius collurio and Corvus corone) and “terrestrial” (mostly small mammals as Rattus sp.). These types 
of predators are highly dependent upon vision to detect their prey and to perform the accurate orienting and 
approach behaviours leading to capture small animals38–40. Then, we compared the frequency of predation event 
for pale models put on the tree trunks (during the day) and on walls (during the night), and the same it was made 
for dark models. The significance of the data from this analysis was evaluated by a chi-square test.

Reflectance skin assay.  The animals’ body colouration was objectively determined measuring the skin 
reflectance by spectrophotometry on 70 individuals as reported29,41.

Reflectance percentage (R%) was assayed among each individual. The spectral range was considered between 
300 and 700 nm30. The average of the integrals subtended the reflectance curve within the range of wavelength of 
300 and 700 nm was assumed to be representative of the whole back29,41,42.

The differences between morphotypes are identified as breakpoints of clinal variation with Strucchange 
approach43.
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In the present study, we investigated also if geckos assigned to two extreme phenotype populations (diurnal 
dark and nocturnal pale) have differential ability to modulate their darkness (see29,30), comparing their range 
of skin colour variability. This ability was estimated by measuring skin reflectance after placing the gecko (dark 

Figure 1.  Range, study area and identification of gecko morphoypes. (A) General geographic range of Wall 
Gecko, Tarentola mauritanica and (B) the study area in the box (Punta Licosa geographical coordinates 
40°15′N, 14°54′E) located in a remote area in the Cilento, Vallo di Diano and Alburni National Park (South 
Italy) considered as a landscape island, far from maritime or other commercial activities, with very low human 
incidence. (C) The sampling sites of the nocturnal (yellow stars) and diurnal (green stars) geckos in the study 
area show they live in sympatry. (D) Spectrophotometric analysis of 70 geckos’ body colouration measured 
with the integrals subtend the reflectance curve measured in six positions of dorsal skin; the slope of the linear 
function identifies the breakpoint, clearly distinguishing among pale (yellow), intermediate (blue) and dark 
(green) samples. Different geckos’ morphotypes in their natural habitat, pale gecko on lighted wall (E) and dark 
gecko on olive trunk tree (F). Satellite images in Fig. 1A–C were obtained from satellite image attributed to 
Image ©2018 Google, Data SIO, NOAA, U.S. Navy, NGA, GEBCO, TerraMetrics, Map data ©2018 Google Italia, 
by Domenico Fulgione.
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N = 14 or pale N = 15) for 3 hours in a white box and after in a black box (for 3 hours). The difference in the 
skin colour is outlined as a curve of mean reflectance spectra (%) in which the mode points out in the visible 
colour. The variation around each curve represents the reflectance expressed under the experimental conditions 
described above. Values, which extends above the curve express change of the skin toward pale colour, while 
those under express the change towards dark colour. The greater variation range is indicative of a greater ability 
to change one’s skin colour.

We compared firstly the observed colour (integral under reflectance curve) in the two populations by a 
two-way ANOVA analysis in XLSTAT software44. In this analysis, the first way of variation was considered the 
base colour, and the second way of variation was considered the ability to modulate darkness after experimental 
condition (in white and black boxes).

Population genomic of mtDNA.  Due to the smaller effective population size of mitochondrial DNA, hap-
lotypes frequencies could diverge more quickly and result in larger values of differentiation measures45. There is 
a great deal to be learned about how selection shapes mitochondrial genome evolution, nevertheless mitochon-
drially encoded proteins evolve much more slowly than predicted by the high mutation rate in the mitochondrial 
genome46, so purifying selection on nonsynonymous mutations is clearly an important component of mitochon-
drial evolution47. Coding regions of mitogenome contain more candidate sites for selection and of functional 
impact suggesting that its variations can related to protein function48–50. More specifically, this markers by target-
ing genetic regions that are directly influenced by natural selection, suggesting that local adaptation is correlated 
to the genetic diversity and differentiation of populations51.

Total mitochondrial DNA (mtDNA) was extracted from tail tissue of diurnal/dark geckos collected on the 
trunks (N = 9) and nocturnal/pale geckos collected on the wall (N = 11), using plasmid miniprep PureLink 
HiPure Plasmid DNA Purification Kits (Invitrogen), according to manufacturer’s recommendations, except for 
using 25 mg of tissue and initial mechanical disruption of samples for 1 h in a PBS buffer. Blank extractions with-
out samples were systematically performed to monitor potential cross-contaminations.

Figure 2.  Bayesian trees of haplotypes of Palaearctic Geckos. mtDNA phylogenetic tree calculated for 15676 bp 
performed with TIM1 + G model. Bayesian posterior probabilities are represented over key nodes; The colours 
of each lineage are referred to the geographic distribution of the specimens used, Morocco (red), Iberian 
peninsula (orange), and Europe (blue) and within the European clade dark/diurnal (green) and pale/nocturnal 
(yellow) geckos.
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Before sequencing, we checked concentration and quality of DNA using the Qubit Fluorometer (Thermofisher 
scientific) and the Agilent 4200 TapeStation system (Agilent Technologies), respectively.

Next-generation sequencing (NGS) of the total mitochondrial genome was performed on the Illumina 2500 
platform using the Nextera XT DNA Sample Preparation protocol, according to manufacturer’s recommenda-
tions, at the Genomix4Life Srl.

FastQC software v0.11.452 was used to quality control raw sequence data. The Trimmomatic software v0.3553, 
in paired end mode, was implemented to trim and crop the low quality raw reads (Q < 28), and to clip the primers 
and Illumina adapters.

For assembly, we used the software Geneious version R9.154, in mapping assembler mode. For each sample, we 
performed a de novo assembly and the filtered reads (forward and reverse) were used to create overlapping and 
contiguous sequences (contigs). To check the quality of assembly, the contig sequences were mapping against a 
Tarentola mauritanica reference sequence [Accession number EU443255].

We used DnaSP55 to calculate nucleotide diversity (π) and haplotype diversity (Hd), to compute FST for coding 
region in mtDNA and grouped individuals according to the ecological segregation (nocturnal/dark/wall gecko 
and diurnal/pale/trunk gecko)56.

We used DnaSP also to perform Tajima’s D57, meanwhile Z-test58 (p-values were generated using 1000 simula-
tions) and statistic test of normalized dN-dS were performed in Mega 7.059. The statistic test of normalized dN-dS 
was used for detecting codons that having undergone positive selection, where dS is the number of synonymous 
substitution per site and dN is the number of non-synonymous per site. A positive value for the test statistic indi-
cates an overabundance of non-synonymous substitution.

Furthermore, to evaluate differences in evolutionary rates and to highlight differences between dN/dS in diur-
nal and nocturnal populations, we used permutation tests60, performed in R cran61 with 100,000 permutation, and 
with the script for running permutation tests described by Schrader and co-workers60.

Phylogenetic characterization.  mtDNA sequences were aligned using software Geneious version 
R9.1 (http://www.geneious.com)54, with 21 specimens representative of three different lineages of T. mauri-
tanica: European (DB11105, DB9107, DB9112, DB9113, DB9115, and DB9116); Iberian Peninsula (DB3832, 
DB3839, DB3843, DB3846, DB3853), Central and Southern Morocco (DB11003, DB11004, DB11007, DB11008, 
DB11009, DB11013, DB11022, DB11035, DB11042, DB2635)62 and Gekko gecko was designated as the outgroup 
(AY282753). Calculation of the likelihood scores and choice of the best model of sequence evolution was car-
ried out on whole mtDNA genome (e.g. protein coding, rRNA, tRNA genes), using jModeltest v2.1.463, under 
the Akaike Information Criterion64, selecting the TIM1 + G model. A Bayesian analysis was performed using 
Mr.Bayes v.3.1.265,66. The Bayesian posterior probabilities were estimated using a Metropolis-coupled, Markov 
chain Monte Carlo (MC–MCMC) sampling approach. Both runs started with random starting trees and ran for 
2 × 106 generations, saving one tree in each 100 generations. Using the software Tracer v1.467 it was confirmed 
that all parameters had an ESS > 100 after burnin. The remaining trees were combined and a 50% majority con-
sensus tree was generated.

Population genetics of neutral loci.  To assess genetic population structure, we collected 63 tips of tail 
from geckos belonging to nocturnal/wall (N = 32), diurnal/trunk populations (N = 13) and diurnal no-trunk 
population (N = 18).

We analysed 8 polymorphic microsatellite loci: 6 (Tb8, Tb35, Tb71, Tb192, Tb213, Tb240) developed from 
Tarentola boettgeri68,69 and 2 (Mt6 and Mt27) developed from Tarentola mauritanica62. Polymerase chain reaction 
(PCR) amplifications were carried out in 10 μl final volumes containing 20 ng of genomic DNA, 0.50 μM of each 
primer, 10X PCR buffer (160 mM (NH4)2SO4; 670 mM Tris-HCl pH 8.8; 15 mM MgCl2; 0.1% Tween 20), 0.2 
U Taq polymerase (SIGMA Dream Taq), 0.25 mM each dNTP. The thermocycler profile started with an initial 
denaturation step at 94 °C for 3 min, followed by 35 cycles at 94 °C for 30 s, temperature annealing at 50–55 °C for 
1 min, 72 °C for 1 min followed by 72 °C for 5 min. A negative control was run with each round of PCR.

Polymorphisms of microsatellite were determined using forward primers, end-labelled with a fluorescent dye 
group (FAM or HEX, MWG Biotech). An internal size standard (LIZ500) was run with our samples. Amplified 
DNA fragments were electrophoresed using an ABI 3100 automated sequencing instrument (Perkin-Elmer) 
sequencer, and their genotypes were analysed with GeneMarker Software, version 4.0.

Microsatellite genotypes and sample spatial location data were analysed for the 8 loci in GENELAND package 
in R70. K was set at a minimum of 1 and a maximum of 6. An allele frequency uncorrelated model was set, with 
1,000,000 Markov Chain Monte Carlo (MCMC) iterations and thinning of 10, and null allele frequencies were 
explicitly considered.

To identify the population affinities of individual samples, we used a Bayesian clustering method implemented 
in STRUCTURE 571,72, running using the following parameters: admixture model of ancestry, correlated allele 
frequency model, a burn-in period of 10,000 simulations followed by a run length of 2,000,000 MCMC simula-
tions. K, ranging from 1 to 5, was tested in three independent runs to establish consistency and the probability 
of data (Ln) was estimated in each without using any prior population information, so that each individual was 
assigned to a cluster based upon its multilocus genotype profile.

Molecular variance among individuals within and between phenotype groups was visualized in 
three-dimensional factorial correspondence analysis implemented in GENETIX 4.0573.

Global population differentiation was estimated using Wright’s Fst74, and pairwise Fst values were estimated 
using θ75 in GENETIX 4.05. Fst p-values were computed using a permutation approach (2,000 iterations) as 
implemented in GENETIX 4.05.
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Melanin and Melanocyte Stimulating Hormone (α-MSH) assay.  Skin and plasma were collected 
from 5 nocturnal/pale/wall geckos and 5 diurnal/dark/trunk geckos.

Melanin quantification was performed according to Kalie and co-authors76, except for tissues collection in 
50 mM Tris-HCl pH 7.4, 300 mM NaCl, 0.5% NP-40 and protease inhibitors (Roche) and lysing of cells by freeze- 
thawing (3 cycles of dried ice-37 °C), Dounce homogenization (200 strokes) and sonication (2 min, 10 sec on and 
10 sec off).

α-MSH levels in geckos were determined by the ELISA assay as described in Monti and co-authors77. The 
between-group (day vs night) difference was assessed by Student’s t test. Statistical significance was defined as 
p < 0.05.

Marking, release and observation.  We marked 50 pale geckos captured during one night on the walls of 
15 houses, located in an area of approximatively 0.082 km2, and separated from to each other at least 30 meters. 
To facilitate visual recognition at a distance, a small amount of quick-drying nontoxic paints was applied with a 
brush78–81 on the back of each gecko. Then, we released the marked geckos at the point of capture on the walls of 
houses. During a second experimental section, we performed the same test on 50 dark geckos captured during 
one day on the trunks of about 50 olive trees located in an area of approximatively 0.087 km2 and separated from 
to each other at least 2 meters. Also in this case, we marked geckos and released them at the capture site. We per-
formed a visual census during two days and two nights after the release, recording the number of marked geckos 
detected on wall of the houses and neighbouring olive tree trunks.

We observed the geckos by binoculars in daylight and hand-held torch during the night.

Ethical statements.  The animals were collected with the permissions of the county authorities (Cilento, 
Vallo di Diano and Alburni National Park prot. 0010678/2013). Animals were kept according to ministerial 
authorization (prot. 165/2006). All experimental protocols were approved by the Ethical Committee for Animal 
Experiments University of Naples Federico II (ID: 2013/0096988). All methods were carried out in accordance 
with relevant guidelines and regulations, according to Italian law (DL 26/2014).

Results
Phylogenetic tree based on mtDNA (15,676 bp) shows that all geckos considered in our analysis belong to the 
same species and same biogeographical population (Fig. 2).

To perceive intraspecific colour variation, we measured the reflectance levels of 70 animals. Geckos followed 
a trend characterized by a strong clinal variation interposed between pale and dark individuals (Fig. 1D). The 
division into groups was done following an approach that evaluates the significant differences between the slopes 
of the Zeileis linear function82 and identifying the so-called breakpoints. We distinguished three morphotypes: 
pale (P, geckos with high reflectance, yellow bars in Fig. 1D), dark (D, characterized by low reflectance, green bars 
in Fig. 1D) and intermediate (I, grouping different geckos in a clinal variation, blue bars in Fig. 1D). Considering 
only the two homogeneous groups, according to the slope of the linear function, we identified breakpoints, with 
Strucchange approach43, between pale and dark morphotypes (Fig. 1E, F). Interestingly, a strong temporal split 
was observed also between nocturnal pale and diurnal dark geckos. Furthermore, only a small number of inter-
mediate individuals were detected during the day (Fig. 3A). These observations are strictly linked to the back-
grounds on which the geckos live. Indeed, during the night, pale animals were detected only on house walls, 
whereas during the day, dark geckos generally prefer the trunks of olive trees (Fig. 3B).

Statistical analysis on 255 observed geckos, aimed at testing the association between background substrate 
(wall, trunk and others) and phenotype (pale, dark and intermediate), confirmed that the habitat has signifi-
cant effect on colour (Tables S1 and S2): 39.7% of the total nocturnal/pale geckos were found on (illuminated) 
house walls as background, whereas the diurnal/dark population prefers olive tree trunks (23.8%). Consequently, 
from diurnal observations, we found 13.6% of intermediate geckos on stone walls or other substrates. We do not 
exclude the fact that diurnal populations are segregating in more than one spatial niche, but this topic is outside 
the scope of this particular contribution and could be considered in future research.

To determine the habitat fidelity of the two populations, we set up the following experiment: 50 pale geckos 
were marked (Figs 4A, B, see also 1D) and released in order to discover their movements during the two following 

Figure 3.  Visual census of the geckos’ population in Punta Licosa. (A) Mean of numbers of geckos of each 
morph recorded on 24 hours: dark/diurnal geckos (green), pale/nocturnal geckos (yellow), intermediate geckos 
(blue). (B) Mean of numbers of geckos recorded in 24 hours on different substrates: olive tree (brown), stone 
wall (white), house (orange), and other substrates (grey).
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days (see supplementary information). According to capture-recapture model83, the marked geckos are mixed in 
the whole population and part of them will be detected in subsequent samplings. None of the marked geckos, 
released in the site of capture, were recorded during day time, neither on olive trees nor on house walls (Fig. 4C). 
Indeed, about 40% of pale marked geckos were found exclusively on walls of houses at the site of release, or close 
to it, during the first and second night after their release (Fig. 4D). The habitat fidelity was confirmed by the sec-
ond capture-recapture experiment performed on dark diurnal geckos (Fig. 4C, see also Fig. 4D), found only on 
olive tree trunks (51% on the first day and 59% on the second day).

Physiological status.  The geckos are able to change their skin colour according to the substrate, as we pre-
viously demonstrated29,30. As shown in Fig. 5A, diurnal/dark geckos’ skin reflectance shows a wider variability 
than nocturnal/pale ones (two-way ANOVA test, t = 15.149, p < 0.0001, df = 26, see also Tables S3 and S4). Thus, 
diurnal/dark geckos modulate their shade of colour better than nocturnal/pale geckos, due to the amount of 
melanin they have in their skin.

Furthermore, the ability to change colour depends on physiological conditions29,30, indeed the amount of 
melanin is related to the levels of α-MSH plasmatic hormone. Accordingly, the determination of melanin content 
in the two morphotypes of geckos showed that the skin of pale geckos had lower levels of melanin than dark ones, 
and this is directly correlated to the lower α-MSH concentration (Fig. 5B,C; p < 0.05 unpaired t-test with Welch’s 
correction; df = 8). These physiological traits could determine one or other morphotype.

Predation towards geckos.  We hypothesized that predation could be significant in driving environmental 
background matching. In the study area, potential predators of the gecko are Strix aluco, Athene noctua, Falco 
tinnunculus, Lanius collurio, Corvus corone, and Rattus sp. To test this hypothesis, we used plasticine models of 
geckos to measure the frequency of predation events (Fig. 6)84. As shown in Fig. 6C, when pale models were put 
on walls of houses during the night, low predation events were observed, whereas when they were put on the 
tree trunks, during the day, about 50% showed signs of predation (chi square test p < 0.05), mainly due to aerial 
predators.

Figure 4.  Geckos’ spatial/temporal segregation. (A, B and C) Marked geckos for recognition at distance in 
diurnal/nocturnal segregation analysis. (D) During one night 50 pale geckos were captured on a wall house (see 
dots in Fig. 1C), marked and they were all released on site of capture. The days after release (day 1 and day 2), 
no gecko was detected either on trunks and walls throughout the monitoring area highlighted in Fig. 1C. In the 
first night after the release, the number of marked geckos recorded near the release site was 37%, all on house 
walls (yellow). The second night after the release, 40% of marked geckos were recorded, again all on walls of 
house. The same experiment was conducted for dark gekos captured during day 1 on trunks (green). This was 
detected only on trunks in day 2 and 3.
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Dark plasticine models, put on walls of houses during the night, showed 100% of predation events with a high 
percentage of attacks by terrestrial predators, yet when they were put on the tree trunks during the day, the pre-
dation events decreased significantly to less than half (chi square test p < 0.05) and this was attributable to aerial 
predators for the most.

Genetic characterization and population structure.  We sequenced whole mitogenome from 20 
geckos, to place the studied polymorphic populations into the phylogeographic context of geckos from around 
Italy and the Mediterranean basin. mtDNA sequences were obtained with a coverage of 14.4 ± 11.3 (mean ± std.
dev; minimum = 2; maximum = 83). Phylogenetic analysis (Fig. 2), taking into account our gecko samples and 
sequences from external Palearctic Tarentola geckos, confirms that both pale and dark populations belong to the 
same nominal species and lineage, and all haplotypes belong to the European clade.

In order to understand the habitat-association and reproductive isolation at neutral markers, we performed 
population genetic analysis based on information derived from microsatellite polymorphism (see table of micro-
satellite in Tables S6 and S7). No evidence of linkage disequilibrium was found among 8 selected polymorphic 
microsatellite loci (assessed by performing correlation value permutation according to Weir85).

The GENELAND analysis indicated that the most likely value of K describing populations’ spatial clusteriza-
tion was 1 (Fig. S2). GENELAND incorporates geographic coordinates of the samples into the prior parameters 
of the estimation procedure and K = 1, produced by GENELAND, is in accordance with the sympatric condition 
of our assumed populations.

Instead, STRUCTURE, that does not use geographical data, combines microsatellite genotype samples in 
three populations71. Bayesian likelihood analysis, showing that K = 3 (Ln_P(D) = −1465.1; α = 0.0639 and 
ΔK = 2.0229), strongly supports the hypothesis that population is structured in three clusters (Table S7 and 
Fig. 7A). From the three putative populations, only diurnal/dark/trunk geckos are well characterized, whereas 
nocturnal/pale/wall geckos appear mixed with intermediate geckos (diurnal/no-trunk).

Figure 5.  Physiological status. (A) Wall Gecko adjusts their dorsal colour in response to changes in 
environmental conditions. Increasing of reflectance was inducted by putting the animals in white box, 
meanwhile decreasing was observed in animals put in black box. Bold green and yellow line indicates the mean 
reflectance spectra (%) of the diurnal/dark and nocturnal/pale geckos respectively; the shaded areas indicate the 
lower reflectance measure on geckos put in black box, and the higher reflectance spectra measured on geckos 
put in the white box. We observed a significant variation of the skin in diurnal animals collected on olive tree 
(green line, N = 14), and a slightly colour variation in animals collected during the night on wall (yellow line, 
N = 15). Two-way ANOVA test, t = 15.149, p < 0.0001, df = 26. (B) Melanin assay in skin and heart and (C) 
MSH concentration in dark/diurnal (green) and pale/nocturnal (yellow) geckos.
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Factorial Correspondence Analysis (FCA) was used to generate the two components, FC1 and FC2 (x and y 
axes, respectively), that accounted for 69.19% and 30.81% of the total variance, respectively (Fig. 7B). Genotypes 
of diurnal/dark geckos, collected from olive trees, differed sharply from those of nocturnal/pale geckos collected 
from walls of houses. Unlike these two populations, the genotypes of intermediate geckos are arranged in a 
well-defined area identified by the two main components. They are aligned with the pale geckos along the first 
axis, and aligned with the dark geckos along the second axis.

Neutral microsatellite markers revealed a fixation index Fst = 0.08, p < 0.05 between diurnal/trunk and noc-
turnal/wall geckos; the value of index decreases between pale and intermediate populations (Fst = 0.03, p < 0.05), 
which are only separated temporally, and increases between dark and intermediate populations (Fst = 0.09, 
p < 0.05).

Figure 6.  Predator attack assay. (A) Model of a dark gecko on the bark of an olive tree. (B) Predation marks on 
the tail of plasticine gecko. Two models for each tree/wall were placed in approximately the same position where 
a real gecko was previously observed (N = 40). (C) Predation in percentage of attacks, on pale and dark gecko 
models on the wall and on the tree. In parenthesis, the type of substrate on which we put the plasticine model 
for 24 hours. Colour indicate the Statistical analysis (chi-square test of independence) confirmed the different 
predation pressure observed in the two morphs on their own favorite substrate vs the other substrate (* chi-
square P value < 0.05).

Figure 7.  Population structure and selection. Population structure analysis of 8 microsatellite loci, (A) 
according to Structure considering an admixture model (K = 3); (B) according to Factorial Correspondence 
Analysis (FCA). It is evident a consistent gene flow for neutral markers Fst = 0.08. (C) Box-plot of normalized 
nonsynonymous (dN) - synonymous (dS) substitutions in diurnal and nocturnal geckos on the CDS of mtDNA, 
test for positive selection is not significant, p > 0.05. Dark/diurnal geckos (green); diurnal geckos collected on 
substrates different by olive tree (blue); pale/nocturnal geckos (yellow).
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Mitogenome variability and selection.  Using sequences of mtDNA coding region (11,266 bp), we found 
that the morphs were well structured genetically, with a significant value of Fst = 0.38 (p < 0.05).

The sequencing of the complete mitochondrial genome showed that nocturnal geckos have lower levels of 
variability than diurnal ones both in nucleotide and haplotype diversity (Table S8).

The Tajima D test performed on the whole metapopulation (nocturnal and diurnal together) returned a 
negative value of D = −0.1292, suggesting a disruptive selection or sharp reduction in the size of population. 
Calculating the value of Tajima D for nocturnal and diurnal populations separately, only nocturnal geckos showed 
the positive value of Tajima D = 2.0449, suggesting the action of balancing selection (Table S8).

We calculated the relative frequencies of dN and dS on mitogenome sequences (Table S9).
The normalized dN-dS is a useful measure of the strength and mode of positive selection acting on 

protein-coding genes. Normalized dN-dS of the whole population shows close to zero or negative modal value 
for all coding genes (Fig. 7C), suggesting a negative selection in both populations.

Performing the permutation test60, the median level of dN/dS differs significantly between diurnal and noctur-
nal geckos (N = 7115; 100,000 permutation, dN/dS: p = 0.00091), which suggests a differential selection pressure 
on coding genes between two populations.

The Z-test of selection was only statistically significant for diurnal population, proving that this population 
differs from neutrality and is under purifying selection (Table S10).

Discussion
Evolutionary processes acting within populations to maintain morphological polymorphisms are of particular 
interest as they could contribute to speciation74. Body and pattern colorations are morphological traits undergo-
ing strong selection in animal species, ranging from insects to vertebrates86. The Wall Gecko shows heterogeneous 
colour pattern, which may vary among individuals, depending on the time of day and on the habitat segregation30 
(Fig. S3). Although some zoologists detected this morphological polymorphism in sympatric populations else-
where around the Mediterranean range16–27, none of them has explained this in an evolutionary context.

Here, we provide strong evidence supporting the hypothesis that the Wall Gecko is experiencing a divergence 
between two sympatric populations (dark and pale geckos), each adapted to a different habitat (tree trunk and 
wall) and temporal niches (diurnal and nocturnal).

It should be noted however that morphological variation is more complex than just nocturnal/pale vs diurnal/
dark geckos. As a matter of fact, from visual census and reflectance analysis, we distinguished three morphotypes: 
pale, dark and intermediate (although the latter should not be considered a homogeneous group, but a group of 
individuals with a clinal variation).

In our study, the nocturnal/pale/wall and diurnal/dark/trunk geckos could be considered the extremes of an 
ecological cline of morphological variation, on which divergent selection may be acting. In our hypothesis the 
ecological segregation, which we are witnessing between the nocturnal and diurnal geckos, can lead to a specia-
tion episode87.

Neutral microsatellite markers reveal that only the diurnal/dark/trunk population forms a genetically distinct 
group. The temporal niche (night/day) is probably less crucial in separating the populations than the spatial one 
(trunk/wall). This strengthens the explanation that predation is the selection force keeping the morphs in their 
own niche (cryptism is adaptive). Indeed, the divergence of these two sympatric populations is driven by adapta-
tion to background matching and is associated with patterns in diurnal/nocturnal activity.

Segregation in the two spatially differentiated niches, associated with the split in circadian rhythm, may reduce 
gene flow and facilitate disruptive natural selection.

The disruptive selection happens when individuals from different populations experience multiple microhab-
itats, as in the case of these geckos, for which spatial and temporal heterogeneous habitats represent the main 
variation88. Indeed, light (wall during the night) and dark (trunk during the day) substrates are selected by geckos 
with cryptic colours as an anti-predatory strategy89.

Our observations can find interpretative cues from a gene flow analysis and differential variation of the mitog-
enome, which suggest distinct selective pressures on the two populations of geckos.

In other species, such as the classic case of the cichlids from Victoria Lake90,91, environmental variation is 
derived by a sensory recognition system, which adapts primarily to depth mediated-gradients. In our case, the 
main factor for the environmental variation is the time scale, with day and night as selective extremes, to which 
location in different substrates (tree trunks or walls) is added.

The results of the marking-release and observation experiment clearly indicate that temporally segregated 
geckos are not prone to changing their niche, most likely because they are conditioned by predation. Indeed the 
analysis of predator attacks on plasticine models of pale and dark geckos seems to suggest that selection against 
pale geckos, during the day, is determined by attacks from birds hunting by sight, because of the lack camouflage. 
On the other hand selection against dark geckos is predominantly determined by “terrestrial” predators - we 
observed recognisable marks of rats teeth, these animals being present during the night along with a few noctur-
nal predatory birds. This data reinforces the idea that divergence of gecko morphs happens in sympatry.

Some studies support the hypothesis that predators search for the most common prey types which are thus 
more likely to be eaten than rare morphs92,93. Diurnal dark geckos seem to be less frequent than nocturnal pale 
ones; in agreement with frequency dependent natural selection, these are spared and thus polymorphism is main-
tained in the population, the phenomenon known as apostatic selection92,94. This colour polymorphism in the Wall 
Gecko must be considered in the light of its ability to undergo physiological colour change, previously assessed in 
this species28–30. This ability is more evident in diurnal dark geckos than nocturnal pale ones, because it depends 
on the amount of melanin in the skin, although, the diurnal dark geckos cannot become as pale as the nocturnal 
ones and vice versa. The greater camouflage ability of diurnal geckos, combined with the spatial segregation on 
different substrates available during the day, allows them to avoid the predatory pressure better than pale geckos 
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living on the only substrate on which it is camouflaged (the wall). In our hypothesis, the latter is affected by 
balancing selection. Combining the effect of balancing selection on nocturnal geckos and disruptive selection 
between two sympatric populations, could lead to speciation95 but may reflect a stable equilibrium between diver-
gent selection and gene flow95,96.

Even when separation between incipient species seems to be the most obvious fate, the role of reproductive 
isolation cannot be assumed automatically97. As shown in the example of the Walking Sticks98,99 evolution of 
reproductive isolation depending on gene flow remains debatable. However, some theoretical analyses increas-
ingly support the plausibility of reinforcement, in which evolution of reproductive isolation is promoted by mat-
ing between incipient species100. In our study, the widespread occurrence of two morphs (dark and pale geckos 
in sympatry, each adapted to a different microhabitat) may suggest also that we are witnessing an ancient poly-
morphism with leaky reproductive isolation that rarely (if ever) progresses beyond the incipient speciation stage 
as observed in other species95.

Starting from field observations following a bottom-up approach and using physiological and genomic data, 
we provide evidence, which sheds new light on sympatric speciation, a controversial process never previously 
described for this species.

Data Availability
The data that support the findings of this study are deposited in GenBank under accession numbers from 
MK275668 to MK275687.
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	17.	 Arredondo, C. & Núñez, H. Tarentola mauritanica (linnaeus, 1758), a new species of lizard for chile (reptilia, phyllodactylidae). 

Boleti n del Museo Nacional de Historia Natural, Chile 63, 73–76 (2014).
	18.	 Gibson, C. Wild Animals (RSPB Pocket Nature). (Dorling Kindersley, 2005).
	19.	 reptile-database.org.
	20.	 Hódar, J. A., Pleguezuelos, J. M., Villafranca, C. & Fernández-Cardenete, J. R. Foraging mode of the Moorish gecko Tarentola 

mauritanica in an arid environment: Inferences from abiotic setting, prey availability and dietary composition. J Arid Environ 65, 
83–93, https://doi.org/10.1016/j.jaridenv.2005.08.006 (2006).

	21.	 Luiselli, L. & Capizzi, D. Ecological distribution of the geckos Tarentola mauritanica and Hemidactylus turcicus in the urban area of 
Rome in relation to ageof buildings and condition of the walls. J Herpetol 33, 316–319 (1999).

	22.	 Mori, E. & Plebani, M. First records of Moorish gecko Tarentola mauritanica and Turkish gecko Hemidactylus turcicus (Squamata, 
Gekkonidae) in the Southern Metalliferous Hills, Tuscany, Italy. Atti Soc. Tosc. Sci. Nat., Mem., Serie B 119, 51–54, https://doi.
org/10.2424/ASTSN.M.2012.07 (2012).

	23.	 Capula, M. Anfibi e rettili. (Arnoldo Mondadori Editore, 1988).
	24.	 Bruno, S. & Maugeri, S. Rettili d’Italia. Tartarughe-Sauri-Serpenti. (Giunti Martello, 1977).
	25.	 Mills, A. The influence of moonlight on the behaviour of goatsuckers (Caprimulgidae). Auk 103, 370–378 (1986).
	26.	 Angelini, F., Ciarcia, G., Picariello, O. & D’Alterio, E. The annual spermatogenic cycle of Tarentola mauritanica L. (Reptilia, 

Gekkonidae). Amphibia-Reptilia 4, 171–184 (1983).
	27.	 Picariello, O., Ciarcia, G. & Angelini, F. The annual cycle of oviduct in Tarentola m. mauritanica L. (Reptilia, Gekkonidae). 

Amphibia-Reptilia 10, 371–386, https://doi.org/10.1163/156853889X00025 (1989).
	28.	 Avallone, B., Tizzano, M., Cerciello, R., Buglione, M. & Fulgione, D. Gross anatomy and ultrastructure of Moorish Gecko, Tarentola 

mauritanica skin. Tissue Cell 51, 62–67, https://doi.org/10.1016/j.tice.2018.03.002 (2018).
	29.	 Fulgione, D. et al. Seeing through the skin: Dermal light sensitivity provides cryptism in moorish gecko. J. Zool. 294, 122–128, 

https://doi.org/10.1111/jzo.12159 (2014).
	30.	 Vroonen, J., Vervust, B., Fulgione, D., Maselli, V. & Van Damme, R. Physiological colour change in the Moorish gecko, Tarentola 

mauritanica (Squamata: Gekkonidae): Effects of background, light, and temperature. Biol. J. Linn. Soc. 107, 182–191, https://doi.
org/10.1111/j.1095-8312.2012.01915.x (2012).

	31.	 Whittaker, R. J. & Fernandez-Palacios, J. M. Island biogeography. Ecology, evolution, and conservation. (Oxford University Press, 
2007).

https://doi.org/10.1038/s41598-018-37587-3
https://doi.org/10.1111/j.1461-0248.2004.00715.x
https://doi.org/10.1038/22521
https://doi.org/10.1038/22514
https://doi.org/10.1126/science.aal3298
https://doi.org/10.1126/science.aal3298
https://doi.org/10.1111/j.1570-7458.2009.00916.x
https://doi.org/10.1111/j.1570-7458.2009.00916.x
https://doi.org/10.1098/2004.3005
https://doi.org/10.1038/ncomms11693
https://doi.org/10.1038/ncomms11693
https://doi.org/10.1098/rspb.2007.0224
https://doi.org/10.1126/science.1138829
https://doi.org/10.1016/j.ympev.2013.05.026
https://doi.org/10.1080/00222938300770641
https://doi.org/10.1080/00222938300770641
http://reptile-database.org
https://doi.org/10.1016/j.jaridenv.2005.08.006
https://doi.org/10.2424/ASTSN.M.2012.07
https://doi.org/10.2424/ASTSN.M.2012.07
https://doi.org/10.1163/156853889X00025
https://doi.org/10.1016/j.tice.2018.03.002
https://doi.org/10.1111/jzo.12159
https://doi.org/10.1111/j.1095-8312.2012.01915.x
https://doi.org/10.1111/j.1095-8312.2012.01915.x


www.nature.com/scientificreports/

1 2Scientific Reports | (2019) 9:1288 | https://doi.org/10.1038/s41598-018-37587-3

	32.	 Brodie, E. D. Differential Avoidance of Coral Snake Banded Patterns by Free-Ranging Avian Predators in Costa Rica. Evolution 47, 
227–235, https://doi.org/10.2307/2410131 (1993).

	33.	 Harper, G. R. & Pfennig, D. W. Mimicry on the edge: why do mimics vary in resemblance to their model in different parts of their 
geographical range? Proceedings of the Royal Society B: Biological Sciences 274, 1955–1961, https://doi.org/10.1098/rspb.2007.0558 
(2007).

	34.	 Kuchta, S. R. Experimental Support for Aposematic Coloration in the Salamander Ensatina eschscholtzii xanthoptica: Implications 
for Mimicry of Pacific Newts. Copeia 2005, 265–271, https://doi.org/10.1643/CH-04-173R (2005).

	35.	 Noonan, B. P. & Comeault, A. A. The role of predator selection on polymorphic aposematic poison frogs. Biol. Lett. 5, 51–54, https://
doi.org/10.1098/rsbl.2008.0586 (2009).

	36.	 Saporito, R. A., Zuercher, R., Roberts, M., Gerow, K. G. & Donnelly, M. A. Experimental Evidence for Aposematism in the 
Dendrobatid Poison Frog Oophaga pumilio. Copeia 2007, 1006–1011 (2007).

	37.	 Vervust, B., Grbac, I. & Van Damme, R. Differences in morphology, performance and behaviour between recently diverged 
populations of Podarcis sicula mirror differences in predation pressure. Oikos  116,  1343–1352, https://doi.
org/10.1111/j.0030-1299.2007.15989.x (2007).

	38.	 Cresswell, W. Predation in bird populations. Journal of Ornithology, Springer Verlag 152, 251–263, https://doi.org/10.1007/s10336-
010-0638-1 (2010).

	39.	 Hoy, J. L., Yavorska, I., Wehr, M. & Niell, C. M. Vision Drives Accurate Approach Behavior during Prey Capture in Laboratory Mice. 
Curr Biol 26, 3046–3052, https://doi.org/10.1016/j.cub.2016.09.009 (2016).

	40.	 Martin, G. R. What Drives Bird Vision? Bill Control and Predator Detection Overshadow Flight. Frontiers in neuroscience 11, 619, 
https://doi.org/10.3389/fnins.2017.00619 (2017).

	41.	 Fulgione, D., Lega, C., Trapanese, M. & Buglione, M. Genetic factors implied in melanin-based coloration of the Italian wall lizard. 
J. Zool. 296, 278–285, https://doi.org/10.1111/jzo.12242 (2015).

	42.	 Delegido, J., Alonso, L., González, G. & Moreno, J. Estimating chlorophyll content of crops from hyperspectral data using a 
normalized area over reflectance curve (NAOC). International Journal of Applied Earth Observation and Geoinformation 12, 
165–174, https://doi.org/10.1016/j.jag.2010.02.003 (2010).

	43.	 Zeileis, A., Leisch, F., Hornik, K. & Kleiber, C. strucchange: An R Package for Testing for Structural Change in Linear Regression 
Models. 2002 7, 38, https://doi.org/10.18637/jss.v007.i02 (2002).

	44.	 XLSTAT, data analysis and statistics software for Microsoft Excel (Addinsoft Corporation, Paris, 2010).
	45.	 Crochet, P. A. et al. Genetic differentiation at nuclear and mitochondrial loci among large white-headed gulls: sex-biased 

interspecific gene flow? Evolution 57, 2865–2878 (2003).
	46.	 Saccone, C., De Giorgi, C., Gissi, C., Pesole, G. & Reyes, A. Evolutionary genomics in Metazoa: the mitochondrial DNA as a model 

system. Gene 238, 195–209 (1999).
	47.	 Meiklejohn, C. D., Montooth, K. L. & Rand, D. M. Positive and negative selection on the mitochondrial genome. Trends Genet 23, 

259–263, https://doi.org/10.1016/j.tig.2007.03.008 (2007).
	48.	 Gering, E. J., Opazo, J. C. & Storz, J. F. Molecular evolution of cytochrome b in high- and low-altitude deer mice (genus Peromyscus). 

Heredity (Edinb) 102, 226–235, https://doi.org/10.1038/hdy.2008.124 (2009).
	49.	 Morales, H. E., Pavlova, A., Joseph, L. & Sunnucks, P. Positive and purifying selection in mitochondrial genomes of a bird with 

mitonuclear discordance. Mol Ecol 24, 2820–2837, https://doi.org/10.1111/mec.13203 (2015).
	50.	 Pabijan, M., Spolsky, C., Uzzell, T. & Szymura, J. M. Comparative analysis of mitochondrial genomes in Bombina (Anura; 

Bombinatoridae). J Mol Evol 67, 246–256, https://doi.org/10.1007/s00239-008-9123-3 (2008).
	51.	 Kirk, H. & Freeland, J. R. Applications and implications of neutral versus non-neutral markers in molecular ecology. International 

journal of molecular sciences 12, 3966–3988, https://doi.org/10.3390/ijms12063966 (2011).
	52.	 FastQC: a quality control tool for high throughput sequence data (2010).
	53.	 Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120, 

https://doi.org/10.1093/bioinformatics/btu170 (2014).
	54.	 Kearse, M. et al. Geneious Basic: an integrated and extendable desktop software platform for the organization and analysis of 

sequence data. Bioinformatics 28, 1647–1649, https://doi.org/10.1093/bioinformatics/bts199 (2012).
	55.	 Librado, P. & Rozas, J. DnaSPv5: a software for comprehensive analysis of DNA polymorphism data. Bioinformatics 25, 1451–1452, 

https://doi.org/10.1093/bioinformatics/btp187 (2009).
	56.	 Rogers, A. R. & Harpending, H. Population growth makes waves in the distribution of pairwise genetic differences. Mol Biol Evol 9, 

552–569 (1992).
	57.	 Tajima, F. Statistical method for testing the neutral mutation hypothesis by DNA polymorphism. Genetics 123, 585–595 (1989).
	58.	 Kelly, J. K. A test of neutrality based on interlocus associations. Genetics 146, 1197–1206 (1997).
	59.	 Kumar, S., Stecher, G. & Tamura, K. MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Mol Biol 

Evol 33, 1870–1874, https://doi.org/10.1093/molbev/msw054 (2016).
	60.	 Schrader, L., Helantera, H. & Oettler, J. Accelerated Evolution of Developmentally Biased Genes in the Tetraphenic Ant 

Cardiocondyla obscurior. Mol Biol Evol 34, 535–544, https://doi.org/10.1093/molbev/msw240 (2017).
	61.	 R: A Language and Environment for Statistical Computing, (Vienna, Austria, 2011).
	62.	 Rato, C., Carranza, S., Perera, A. & Harris, D. J. Evolutionary patterns of the mitochondrial genome in the Moorish gecko. Tarentola 

mauritanica. Gene 512, 166–173, https://doi.org/10.1016/j.gene.2012.09.032 (2013).
	63.	 Posada, Dj. M. T. Phylogenetic Model Averaging. Mol Biol Evol 25, 1253–1256, https://doi.org/10.1093/molbev/msn083 (2008).
	64.	 Posada, D. & Buckley, T. R. Model Selection and Model Averaging in Phylogenetics: Advantages of Akaike Information Criterion 

and Bayesian Approaches Over Likelihood Ratio Tests. Syst Biol 53, 793–808, https://doi.org/10.1080/10635150490522304 (2004).
	65.	 Huelsenbeck, J. P. & Ronquist, F. MRBAYES: Bayesian inference of phylogenetic trees. Bioinformatics 17, 754–755, https://doi.

org/10.1093/bioinformatics/17.8.754 (2001).
	66.	 Ronquist, F. & Huelsenbeck, J. P. MrBayes 3: Bayesian phylogenetic inference under mixed models. Bioinformatics 19, 1572–1574, 

https://doi.org/10.1093/bioinformatics/btg180 (2003).
	67.	 Rambaut, A., Suchard, M., Xie, D. & Drummond, A. Tracerv1.4, http://beast.bio.ed.ac.uk/Tracer (2014).
	68.	 Andree, K. et al. Permanent Genetic Resources added to Molecular Ecology Resources Database 1 April 2010 –31 May 2010. 

Molecular Ecology Resources 10, 1098–1105, https://doi.org/10.1111/j.1755-0998.2010.02898.x (2010).
	69.	 Tejangkura, T. & Brown, R. P. Ten novel microsatellite loci from the Gran Canarian gecko, Tarentola boettgeri, and their applicability 

in other Tarentola. Molecular Ecology Resources 10, 1098–1105 (2010).
	70.	 Guillot, G., Mortier, F. & Estoup, A. Geneland: A computer package for landscape genetics. Mol Ecol Notes 5, 708–711 (2005).
	71.	 Evanno, G., Regnaut, S. & Goudet, J. Detecting the number of clusters of individuals using the software structure: a simulation study. 

Mol Ecol 14, 2611–2620, https://doi.org/10.1111/j.1365-294X.2005.02553.x (2005).
	72.	 Pritchard, J. K., Stephens, M. & Donnelly, P. Inference of Population Structure Using Multilocus Genotype Data. Genetics 155, 

945–959 (2000).
	73.	 GENETIX 4.05, logiciel sous Windows TM pour la génétique des populations. (Laboratoire Génome, Populations, Interactions, 

CNRS UMR 5171, 2004).
	74.	 Wright, S. In Evolution and the Genetics of Populations Vol. 2 (University of Chicago, 1969).

https://doi.org/10.1038/s41598-018-37587-3
https://doi.org/10.2307/2410131
https://doi.org/10.1098/rspb.2007.0558
https://doi.org/10.1643/CH-04-173R
https://doi.org/10.1098/rsbl.2008.0586
https://doi.org/10.1098/rsbl.2008.0586
https://doi.org/10.1111/j.0030-1299.2007.15989.x
https://doi.org/10.1111/j.0030-1299.2007.15989.x
https://doi.org/10.1007/s10336-010-0638-1
https://doi.org/10.1007/s10336-010-0638-1
https://doi.org/10.1016/j.cub.2016.09.009
https://doi.org/10.3389/fnins.2017.00619
https://doi.org/10.1111/jzo.12242
https://doi.org/10.1016/j.jag.2010.02.003
https://doi.org/10.18637/jss.v007.i02
https://doi.org/10.1016/j.tig.2007.03.008
https://doi.org/10.1038/hdy.2008.124
https://doi.org/10.1111/mec.13203
https://doi.org/10.1007/s00239-008-9123-3
https://doi.org/10.3390/ijms12063966
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/bts199
https://doi.org/10.1093/bioinformatics/btp187
https://doi.org/10.1093/molbev/msw054
https://doi.org/10.1093/molbev/msw240
https://doi.org/10.1016/j.gene.2012.09.032
https://doi.org/10.1093/molbev/msn083
http://dx.doi.org/10.1080/10635150490522304
http://dx.doi.org/10.1093/bioinformatics/17.8.754
http://dx.doi.org/10.1093/bioinformatics/17.8.754
http://dx.doi.org/10.1093/bioinformatics/btg180
http://beast.bio.ed.ac.uk/Tracer
https://doi.org/10.1111/j.1755-0998.2010.02898.x
https://doi.org/10.1111/j.1365-294X.2005.02553.x


www.nature.com/scientificreports/

13Scientific Reports | (2019) 9:1288 | https://doi.org/10.1038/s41598-018-37587-3

	75.	 Weir, B. S. & Cockerham, C. C. Estimating f-statistics for the analysis of population structure. Evolution 38, 1358–1370, https://doi.
org/10.1111/j.1558-5646.1984.tb05657.x (1984).

	76.	 Kalie, E., Razi, M. & Tooze, S. A. ULK1 regulates melanin levels in MNT-1 cells independently of mTORC1. PLoS ONE 8, e75313, 
https://doi.org/10.1371/journal.pone.0075313 (2013).

	77.	 Monti, D. M. et al. Physiological change in an insular lizard population confirms the reversed island syndrome. Biol. J. Linn. Soc. 108, 
144–150, https://doi.org/10.1111/j.1095-8312.2012.02019.x (2013).

	78.	 Auth, D. L. Behavorial Ecology Of Basking In The Yellow Bellied Turtle. Chrysemys Scripta Scripta (Schoepff). Bull. Florida State Mus. 
Biol. Sci. 20, 1–45 (1975).

	79.	 Henderson, R. W. & Winstel, R. A. Aspects of Habitat Selection by an Arboreal Boa (Corallus enydris) in an Area of Mixed 
Agriculture on Grenada. J Herpetol 29, 272–275, https://doi.org/10.2307/1564566 (1995).

	80.	 Medica, P. A., Hoddenbach, C. A. & Lannom, J. R. J. Lizard sampling techniques., Vol. 1 (1971).
	81.	 Seebacher, F. & Grigg, G. C. Patterns of body temperature in wild freshwater crocodiles, Crocodylus johnstoni: thermoregulation 

versus thermoconformity, seasonal acclimatisation, and the effect of social interactions. Copeia, 549–557 (1997).
	82.	 Zeileis, A. Testing for Structural Change. Theory, Implementation and Applications. Ph.D. thesis thesis, Universität Dortmund (2003).
	83.	 Pollock, K. H. A Capture-Recapture Design Robust to Unequal Probability of Capture. The Journal of Wildlife Management 46, 

752–757 (1982).
	84.	 Vervust, B., Grbac, I. & Van Damme, R. Differences in morphology, performance and behaviour between recent- ly diverged 

populations of Podarcis sicula mirror differen- ces in predation pressure. Oikos 116, 1343–1352 (2007).
	85.	 Weir, B. S. Inferences abour linkage disequilibrium. Biometrics 35, 235–254 (1979).
	86.	 Nilsson Skold, H., Aspengren, S. & Wallin, M. Rapid color change in fish and amphibians - function, regulation, and emerging 

applications. Pigment cell & melanoma research 26, 29–38, https://doi.org/10.1111/pcmr.12040 (2013).
	87.	 Kronforst, M. R. et al. Linkage of butterfly mate preference and wing color preference cue at the genomic location of wingless. Proc 

Natl Acad Sci USA 103, 6575–6580, https://doi.org/10.1073/pnas.0509685103 (2006).
	88.	 Rueffler, C., Van Dooren, T. J., Leimar, O. & Abrams, P. A. Disruptive selection and then what? Trends Ecol Evol 21, 238–245, https://

doi.org/10.1016/j.tree.2006.03.003 (2006).
	89.	 Cook, L. M., Grant, B. S., Saccheri, I. J. & Mallet, J. Selective bird predation on the peppered moth: the last experiment of Michael 

Majerus. Biol Lett 8, 609–612, https://doi.org/10.1098/rsbl.2011.1136 (2012).
	90.	 Seehausen, O. et al. Speciation through sensory drive in cichlid fish. Nature 455, 620–626, https://doi.org/10.1038/nature07285 

(2008).
	91.	 Terai, Y. et al. Divergent selection on opsins drives incipient speciation in Lake Victoria cichlids. PLoS Biol 4, e433, https://doi.

org/10.1371/journal.pbio.0040433 (2006).
	92.	 Punzalan, D., Rodd, F. H. & Hughes, K. A. Perceptual Processes and the Maintenance of Polymorphism Through Frequency-

dependent Predation. Evol. Ecol. 19, 303–320, https://doi.org/10.1007/s10682-005-2777-z (2005).
	93.	 Bond, A. B. & Kamil, A. C. Spatial heterogeneity, predator cognition, and the evolution of color polymorphism in virtual prey. Proc 

Natl Acad Sci USA 103, 3214–3219, https://doi.org/10.1073/pnas.0509963103 (2006).
	94.	 Ford, E. B. Genetic Polymorphism. (The MIT Press, 1965).
	95.	 Nosil, P., Harmon, L. J. & Seehausen, O. Ecological explanations for (incomplete) speciation. Trends Ecol Evol 24, 145–156, https://

doi.org/10.1016/j.tree.2008.10.011 (2009).
	96.	 McAllister, B. F., Sheeley, S. L., Mena, P. A., Evans, A. L. & Schlotterer, C. Clinal distribution of a chromosomal rearrangement: a 

precursor to chromosomal speciation? Evolution 62, 1852–1865, https://doi.org/10.1111/j.1558-5646.2008.00435.x (2008).
	97.	 Fuller, R. C. & Travis, J. Genetics, lighting environment, and heritable responses to lighting environment affect male color morph 

expression in bluefin killifish, Lucania goodei. Evolution 58, 1086–1098 (2004).
	98.	 Nosil, P. Reproductive isolation caused by visual predation on migrants between divergent environments. Proceedings. Biological 

sciences 271, 1521–1528, https://doi.org/10.1098/rspb.2004.2751 (2004).
	99.	 Nosil, P. & Crespi, B. J. Experimental evidence that predation promotes divergence in adaptive radiation. Proc Natl Acad Sci USA 

103, 9090–9095, https://doi.org/10.1073/pnas.0601575103 (2006).
	100. Servedio, M. R. & Noor, M. A. F. The Role of Reinforcement in Speciation: Theory and Data. Annual Review of Ecology, Evolution, 

and Systematics 34, 339–364, https://doi.org/10.1146/annurev.ecolsys.34.011802.132412 (2003).

Acknowledgements
We thank to Marion van Vugt, Amelia Bateman and Rachel Black for linguistic revision. We would like to express 
our very great apreciation to Ole Seehausen for his valuable and constructive suggestions during the planning and 
development of this research.

Author Contributions
Conceived and designed the experiments: D.F., V.M. Sample collection: D.F., V.M., D.R., M.B., M.T., S.P. 
Performed the experiments: D.F., V.M., D.R., M.B., M.T., S.P., D.M.M., R.D.G. Analyzed the data: D.F., V.M., D.R., 
M.B., M.T., S.P., D.M.M., M.A. Wrote the manuscript: D.F., V.M., D.R., M.B., M.T., S.P., D.M.M.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-37587-3.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-018-37587-3
https://doi.org/10.1111/j.1558-5646.1984.tb05657.x
https://doi.org/10.1111/j.1558-5646.1984.tb05657.x
https://doi.org/10.1371/journal.pone.0075313
https://doi.org/10.1111/j.1095-8312.2012.02019.x
https://doi.org/10.2307/1564566
https://doi.org/10.1111/pcmr.12040
https://doi.org/10.1073/pnas.0509685103
https://doi.org/10.1016/j.tree.2006.03.003
https://doi.org/10.1016/j.tree.2006.03.003
https://doi.org/10.1098/rsbl.2011.1136
https://doi.org/10.1038/nature07285
https://doi.org/10.1371/journal.pbio.0040433
https://doi.org/10.1371/journal.pbio.0040433
https://doi.org/10.1007/s10682-005-2777-z
https://doi.org/10.1073/pnas.0509963103
https://doi.org/10.1016/j.tree.2008.10.011
https://doi.org/10.1016/j.tree.2008.10.011
https://doi.org/10.1111/j.1558-5646.2008.00435.x
https://doi.org/10.1098/rspb.2004.2751
https://doi.org/10.1073/pnas.0601575103
https://doi.org/10.1146/annurev.ecolsys.34.011802.132412
https://doi.org/10.1038/s41598-018-37587-3
http://creativecommons.org/licenses/by/4.0/

	Selection for background matching drives sympatric speciation in Wall Gecko

	Methods

	Study area and sampling. 
	Gecko presence and distribution. 
	Predation pressure assay. 
	Reflectance skin assay. 
	Population genomic of mtDNA. 
	Phylogenetic characterization. 
	Population genetics of neutral loci. 
	Melanin and Melanocyte Stimulating Hormone (α-MSH) assay. 
	Marking, release and observation. 
	Ethical statements. 

	Results

	Physiological status. 
	Predation towards geckos. 
	Genetic characterization and population structure. 
	Mitogenome variability and selection. 

	Discussion

	Acknowledgements

	Figure 1 Range, study area and identification of gecko morphoypes.
	Figure 2 Bayesian trees of haplotypes of Palaearctic Geckos.
	Figure 3 Visual census of the geckos’ population in Punta Licosa.
	Figure 4 Geckos’ spatial/temporal segregation.
	Figure 5 Physiological status.
	Figure 6 Predator attack assay.
	Figure 7 Population structure and selection.




