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04 RESULTS & DISCUSSION

Most contact zones are highly bimodal, yet levels of admixture vary depending
on the pair.

Remarkably, there is no correlation between genome divergence (either nuclear
or mitochondrial) and levels of gene exchange, unlike the trend in other taxa.
Our preliminary results suggest that differences in hydric physiology (water loss)
and to a lesser extent morphology may be related to restrictions to gene flow
and suggest that aspects other than genome divergence may be important in
determining RI in this system.
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Figure 3. Relationships between different predictors and restrictions to gene flow, measured as the average maximum assignment probability (avg-max-Q) in
each contact zone. Significance was assessed using Mantel tests. Significant correlations are highlighted, although none remains significant after correction for
multiple tests.

Figure 2. Distribution of species of the Podarcis hispanicus species complex, location of the contact zones analysed and genetic profile of each contact zone.
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01 INTRODUCTION

We typically think of speciation as a process
correlated to divergence time: as time 
progresses, diverging taxa should experience
increasing restrictions to gene exchange. 
However, other aspects (i.e. ecological or
phenotypic divergence for example) may also
act as important engines of reproductive
isolation (RI).
Stuyding multiple contact zones between
closely-related taxa may help disentangle which
factors are more important in driving RI.
Here we present preliminary results comparing
contact zones in wall lizards.

02 MODEL SYSTEM

Wall lizards Podarcis spp. from the Iberian
Peninsula and North Africa are a cryptic
species complex with a mosaic of distributions
establishing many different contact zones.

03 METHODS

Figure 1. A male P. bocagei. Credits: G. Caeiro-Dias.

We sampled 9 contact zones between different 
pairs of wall lizard species.

Multilocus genotypes were characterized using 
RADseq data.

RI was measured as the average maximum 
assignment probability across individuals in the 
contact zone, estimated with software 
STRUCTURE [1]. 

Mantel tests were used to evaluate correlations of 
RI to different predictors:
.nuclear DNA (Dxy based on ~13Kb of nuclear sequence loci, unpublished data; nuc-Dxy)

.mitochondrial DNA (Dxy based on ~2.2Kb of mtDNA sequence [2]; mt-Dxy)

.body size (euclidean distances on species mean snout-vent length [3]; ed-svl)

morphology (squared Mahalanobis distance on size-adjusted biometric variables [3]; d2-biom)

.ecological niche (ecological niche model overlap based on climatic variables [4]; enm-D)

.distribution overlap (Jacquard similarity index [4], dist-JSI)

.preferred temperatures (squared Mahalanobis distance between species [5-7], d2-TP) 

.evaporative water loss (squared Mahalanobis distance between species [5-7], d2-EWL)

P. lusitanicus x P. bocagei | N=86 | 3765 SNPs P. guadarramae x P. liolepis | N=14 | 521 SNPs
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P. virescens x P. liolepis | N=38 | 527 SNPs

P. liolepis x P. hispanicus | N=32 | 1341 SNPs

P. vaucheri x P. “Jebel Sirwah” | N=25 | 1555 SNPsP. carbonelli x P. vaucheri | N=62 | 2182 SNPs

P. virescens x P. carbonelli | N=58 | 4068 SNPs

P. carbonelli x P. lusitanicus| N=67 | 987 SNPs

P. carbonelli x P. bocagei | N=115 | 6905 SNPs
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R = 0.123 | p = 0.369

R = 0.344 | p = NA

R = 0.415 | p = 0.121

R = 0.627 | p = 0.007R = -0.367 | p = 0.826

R = -0.154 | p = 0.655 R = 0.029 | p = 0.534

R = 0.590 | p = 0.039
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