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Characterizing fitness landscapes associated with polymorphic adaptive
traits enables investigation of mechanisms allowing transitions between fitness
peaks. Here, we explore how natural selection can promote genetic mechan-
isms preventing heterozygous phenotypes from falling into non-adaptive
valleys. Polymorphic mimicry is an ideal system to investigate such fitness
landscapes, because the direction of selection acting on complex mimetic
colour patterns can be predicted by the local mimetic community composition.
Using more than 5000 artificial butterflies displaying colour patterns exhibited
by the polymorphic Miillerian mimic Heliconius numata, we directly tested the
role of wild predators in shaping fitness landscapes. We compared predation
rates on mimetic phenotypes (homozygotes at the supergene controlling
colour pattern), intermediate phenotypes (heterozygotes), exotic morphs
(absent from the local community) and palatable cryptic phenotypes. Exotic
morphs were significantly more attacked than local morphs, highlighting pre-
dators” discriminatory capacities. Overall, intermediates were attacked twice
as much as local homozygotes, suggesting the existence of deep fitness valleys
promoting strict dominance and reduced recombination between supergene
alleles. By including information on predators” colour perception, we also
showed that protection on intermediates strongly depends on their phenotypic
similarity to homozygous phenotypes and that ridges exist between similar
phenotypes, which may facilitate divergence in colour patterns.

1. Background

The origin and persistence of adaptive polymorphisms is a puzzling question
for evolutionary biologists [1-4]. Adaptive polymorphisms can be defined as
several coexisting phenotypes within a population, which correspond to fitness
peaks in an adaptive landscape. Such landscapes may comprise one or many
dimensions, depending on the complexity of the adaptive trait. Understanding
the evolution of adaptive polymorphism in a complex trait is especially challen-
ging, because natural selection can act on different features of the trait and thus
on multiple dimensions of the fitness landscape. Therefore, the exploration of
new adaptive peaks in such a landscape usually requires coordinated changes
in multiple axes to cross fitness valleys [5]. Gradual changes alone are thought
to be generally unable to bridge such fitness valleys [6]. Mechanisms such as
epistasis (i.e. when several neutral or deleterious mutations produce fitness
benefits when they co-occur) [7] or large size mutation followed by gradual
fine-tuning [8] are more likely to allow shifts to new adaptive peaks.
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Evolutionary forces such as natural selection and genetic drift
[5] are also thought to allow peak shifts. For example, land-
scapes become less rugged when selection is relaxed,
allowing populations to drift across fitness valleys and
arrive at new adaptive peaks.

A number of studies of fitness landscapes in natural
populations have demonstrated low fitness of intermediate
phenotypes. For example, recently diverged Antirrhinum
species exhibit diverse floral phenotypes that comprise a
U-shaped adaptive ‘mountain chain’ in genotypic space,
which allows flower colours to evolve along ridges while
circumventing non-adaptive valleys [9]. Phenotypes co-occur-
ring within natural populations were considered as adaptive,
whereas phenotypes not found within the sampling localities
were assumed to fall in fitness valleys. However, fitness itself
was not actually estimated. Another fitness landscape descrip-
tion focused on variation in jaw shape in Cyprindon pupfish
and the consequences for adaptive radiation. Two fitness
peaks were found; a broad adaptive peak used by generalist
species with an overall lower fitness height than the narrow
adaptive peak used by specialist species [10]. However, despite
such studies, an understanding of the evolutionary processes
leading to the appearance and persistence of multiple distinct
adaptive peaks within populations of the same species remains
challenging. This is because random mating among the differ-
ent phenotypes within a population should impede the
persistence of several local adaptive peaks. Here, we combined
a direct empirical estimation of fitness with a precise phenoty-
pic description, in order to characterize how selection shapes a
multi-peak fitness landscape in a polymorphic system.

Polymorphism of mimetic warning signals in unpalatable
species provides an ideal system to investigate the fitness
landscape associated with adaptive polymorphisms within
natural populations. Unpalatable species often share similar
conspicuous colour patterns that serve as a warning, thereby
sharing the costs associated with predators” learning. This is
known as Millerian mimicry [11]. The protection provided
by a particular colour pattern is therefore tightly linked to its
local abundance, following a positive frequency-dependent
selection [12]. For example, by translocating individuals
[13-15] or using artificial prey in the wild [16-18], several
authors have reported a fitness advantage for locally abundant
warning signals over rare ‘exotic’ signals. The direction and
relative strength of selection acting on colour pattern in a
polymorphic mimetic species are thus closely related to the
abundance of the different warning signals displayed by
local mimetic communities.

The strength of selection exerted by predators depends on
their capacity to recognize and avoid frequently encountered
warning signals. Although comimics rarely look exactly the
same [19,20], imperfect mimics may still benefit from protec-
tion either because the differences between their warning
signals are imperceptible to predators [21], or because they
share some particular traits that predators learn to associate
with unprofitable prey [22,23]. Estimating the extent to which
predators generalize these variations is therefore essential to
describe the width of the fitness peaks associated with mimetic
warning signals. Laboratory studies have shown that the level
of generalization can vary according to several features of both
predator and prey communities. If many predators are inex-
perienced [24] or reluctant to taste new items [25], their
generalization range is expected to be larger, decreasing the
strength of selection for perfect mimicry. Additionally,
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distinct aposematic signals seem to trigger a broader generaliz-
ation range than less variable communities [26,27]. The presence
of few distinguishing features associated with unpalatability has
been shown to be sulfficient to generate predator avoidance,
favouring the survival of imperfect mimics that carry such
features but vary otherwise [26]. For instance, wasp-mimic
hoverflies might get protection by exhibiting black and yellow
stripes similar to their model, but have body shapes and
flying behaviour that can reveal them as harmless [28].

Mimetic warning signals that vary in patch size, shape
and colour are therefore an example of a complex trait
whose variation requires precise orchestration of several
developmental pathways in time and space. The genetic
architecture of mimetic coloration has been extensively
studied in Neotropical Heliconius butterflies and repeated
recruitments of homologous genes have been observed
throughout the genus, suggesting that a conserved genomic
architecture underlies a huge diversity of mimetic colour pat-
terns [29-31]. In most Heliconius species, a single mimetic
colour pattern is usually fixed within populations by strong
purifying selection [32]. Different components of the colour
pattern in such Heliconius species are usually controlled by
several unlinked loci (see [33] for a review). By contrast,
different mimetic colour patterns are controlled by a single
locus in Heliconius numata [34], a species that exhibits a
striking polymorphism within populations [35]. This poly-
morphism is puzzling, because the positive frequency-
dependent selection imposed by Miillerian mimicry should
drive one of the colour pattern morphs to fixation [36]. An
estimation of the fitness landscape associated with poly-
morphic mimicry is therefore needed to understand the
selective pressures acting on colour pattern variations, and
their effect on the underlying genetic architecture, including
dominance relationships and recombination rate.

Heliconius numata polymorphism is thought to be driven by
balancing selection on mimetic interactions. Each morph of
H. numata is a highly accurate mimic of a coexisting species
from the distantly related genus Melinaea [37]. The frequencies
of H. numata morphs in each locality are correlated with the
abundances of the corresponding Melinaea species [38],
which are highly heterogeneous at small geographical scales.
Each morph therefore stands on a different fitness peak in a
multi-peak landscape driven by the local mimetic commu-
nities. Different wing colour pattern morphs in H. numata are
mainly controlled by a single genomic region referred to
as the supergene P [39], which contains ca 20 genes and
produces several distinct haplotypes. Recombination within
this supergene is limited because of chromosomal inversions
[34]. Given the high number of morphs present in each locality,
a high frequency of heterozygotes at the supergene P is found
in natural populations of H. numata. Since heterozygotes carry
two different haplotypes encoding strikingly different pheno-
types, they can potentially express intermediate non-mimetic
morphs. However, strict dominance among haplotypes is
generally observed between sympatric alleles, producing
locally mimetic heterozygous phenotypes [40]. This contrasts
with the weak dominance interactions observed between
haplotypes from different populations, and suggests that
the strict dominance among sympatric haplotypes results
from selection exerted by predators against intermediate,
non-mimetic heterozygous phenotypes [40]. However, the
existence of such fitness valleys among adaptive peaks
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Figure 1. (a) The study area in northern Peru. Localities in yellow (San Roque, Shilcayo, Urauasha, El Tunel and Shapaja) are in the Andean cordillera, the orange
locality (Pongo) is in the Amazon basin and the red localities (Shapajilla and Antena-Pongo) fall in the transition zone between the two areas. (b) Morphs used in
the study and names of the localities where they were placed. The sets of morphs are sorted according to the phenotypic distance calculated under UV-vision
between the heterozygote (Het.) and the local dominant morph (Hom. 1), from more similar (blue side of the arrow) to less similar (green side of the arrow).

corresponding to the different mimetic phenotypes remains
uncharacterized: the height, slope and width of the peaks
needs to be investigated to infer the strength of selection
acting on different pattern elements. Using artificial butterflies,
we explored the shape of the fitness landscape associated with
polymorphic mimicry. We directly estimated selection by wild
predators on intermediate heterozygous phenotypes (the pro-
ducts of rare events of recombination or incomplete
dominance) which exhibited varying levels of resemblance to
their corresponding homozygotes.

Using artificial prey in the wild with controlled wing
colour patterns allows direct estimations of predation risk
that take into account the entire complexity of actual prey
and predator communities. Artificial prey items have already
been successfully used to infer predation pressure in mimetic
organisms including butterflies [18,41] and frogs [16]. Here,
we created artificial butterflies displaying intermediate, het-
erozygous phenotypes and precisely quantified their
resemblance to homozygotic mimetic phenotypes using a
new methodology that accounts for both colour perception
and pattern variation. The conspicuousness of a warning
signal is tightly correlated to the brightness and colour con-
trast of adjacent patches [42]. To accurately quantify
variations in warning signals, it is thus necessary to include
both the colour and configuration of patches. We thus com-
bined the Colour Pattern Modelling (CPM) methodology
[40] that enables a precise quantification of patches’ size,
shape and position variation, to the perceived variation of
each colour constituting the pattern. Colours were character-
ized taking into account humans’ and birds’ perception of
actual butterflies” colours. This allowed us to directly test
the effects of predation on warning signal polymorphism in
the wild, and to accurately characterize the fitness landscape
associated with polymorphic mimicry in wild populations.
We address two main questions: (i) does natural selection
act against intermediate phenotypes and favour genetic archi-
tecture that prevents the expression of intermediate morphs?
(ii) How similar must an intermediate morph be to a mimetic
homozygote to gain protection?

2. Material and methods
(a) Study sites

Artificial butterflies were placed at eight sites in northern Peru
(San Martin department; figure 1a), which were chosen to rep-
resent the colour pattern diversity of H. numata in the region. In
Andean valleys (yellow points on figure 1a) the morphs tarapotensis
(tar), bicoloratus (bic) and arcuella (arc) are most commonly encoun-
tered, whereas in the adjacent Amazon lowlands (orange point on
figure 1a) the morphs aurora (aur) and silvana (sil) predominate. The
boundary between the Andean cordillera and lowlands forms a
transitional zone characterized by a mixture of lowland and
upland morphs (red points in figure 1a). At each site, we estimated
predation on two of the local homozygote morphs, which were
assumed to stand on adaptive peaks, and the correspondent
heterozygote intermediate morph (figure 1b). Those intermediates
bore different levels of resemblance to their corresponding
dominant homozygote. To make wings for artificial butterflies,
we selected homozygote phenotypes and intermediate, heterozy-
gote phenotypes obtained from controlled crosses performed
between H. numata morphs collected in the study area. The hetero-
zygote with the most intermediate appearance was chosen for
each combination. Wings from the chosen genotypes were then
photographed and printed (see below).

(b) Quantification of phenotypic distances

We used the CPM method described by Le Poul et al. [40] to pre-
cisely estimate phenotypic distances between each heterozygote
phenotype and its corresponding dominant homozygote pheno-
type, as well as between each pair of local homozygotes. In
CPM, each pixel of a butterfly wing image is categorized as
black, orange, yellow or white. Hind and forewings are then
aligned separately to an average wing colour pattern model.
After alignment, the position of each pixel in the wing image is
considered homologous among all individuals. The phenotypic
variation is then described by principal component analysis
(PCA) using binary values for the presence/absence of each
colour as values for each pixel of the wing image, thus giving
the same importance to each colour change (‘binary PCA’). We
estimated the phenotypic similarity between homozygotes and
between heterozygote and the dominant homozygote as the
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Euclidean distance between them, calculated using the first eight
components of the PCA, which explained 99.99% of the variation.
To take into account variations in the conspicuousness of
the different colours, we also performed ‘perceptual’ PCAs
('QC PCAs’), using variables representing the sensitivity of
colour receptors of potential predators instead of the binary vari-
able. Specifically, these variables were the relative amount of
light captured by each photoreceptor when observing a given
colour (i.e. quantum catch [43]), estimated for visual predators
such as birds, under their two main types of vision: UV-vision
[44] with sensitivity ranging from 300 to 700 nm and V-vision
[45] with sensitivity ranging from 400 to 700 nm. Because the
classification of the different mimicry rings and the initial judge-
ment of perfect and imperfect mimicry interactions within them
is performed by humans, our colour perception was also included
[46]. To obtain the quantum catches of each of these observers,
we applied the method described in Vorobyev & Osorio [47],
assuming a Weber fraction of 0.05 for both bird vision systems
and humans, their correspondent cone photoreceptor ratios
(UVS =1, SWS=1.92, MWS = 2.68 and LWS = 2.70 for blue tit
[44]; UVS =1, SWS = 1.9, MWS = 2.2 and LWS = 2.1 for peafowl
[45] and SWS =1, MWS =16 and LWS =32 for humans [46])
and using the reflectance spectra measured on black, orange
and yellow patches of actual wings of H. numata tarapotensis
morph with an AvaSpec-3468 spectrophotometer (Avantes,
Apeldoorn, The Netherlands) and a deuterium—halogen light
source (DH-2000, Avantes) connected to a 1.5-mm-diameter
sensor (FCR-7UV200-2-1.5 x 100, Avantes) inserted in a miniature
black chamber. These calculations were performed with the soft-
ware AVICOL [48] assuming ‘small gap” light condition of the
tropical forest of French Guiana [49] fitting the natural condition
encountered by H. numata.

(c) Artificial butterflies

Artificial butterflies consisted of paper wings (matte photo-
graphic paper Epson C135041569, printed on an Epson L110
printer) attached to a malleable black wax body with a wire to
fix the butterfly to vegetation, and resembled real butterflies
basking with open wings. Wings were printed on both dorsal
and ventral sides. Pictures of real butterfly wings were taken
under standard white light conditions. The resemblance between
the printed and actual wing colours was tested and maximized
by comparing the reflectance of colours on the butterflies and
on paper prints obtained under several paper qualities and print-
ing settings. As described in Quantification of phenotypic distances,
we performed ventral and dorsal measurements of the three
main colours (orange, black and yellow) found in wing patterns
of H. numata butterflies, using one specimen per morph (11 speci-
mens). We computed the perceived contrast between actual and
artificial butterflies following Vorobyev & Osorio [47], and using
the software AVICOL [48] and parameters described above. Con-
trasts between actual and paper wings were generally below one
just noticeable difference (JND), ensuring a close resemblance to
actual wing colours (see the electronic supplementary material,
table S1 for more detail).

(d) Experimental design

Experiments were carried out in June and October 2013, and Jan-
uary, June and August 2014. At each study site, we placed
groups of five artificial butterflies (figure 1b) at intervals of 50 m
or more along a forest trail. Each group consisted of two morphs
of H. numata frequently encountered in the local population: a
dominant homozygote (1;1) and recessive homozygote (2;2), as
well as a heterozygote (1;2) carrying one allele from each of the
homozygotes. We also included a morph of H. numata not present
in the local population (referred to as the ‘exotic’ morph), which
was assumed to be unknown to the local predators and expected
to suffer a high predation rate. Finally, a palatable cryptic butterfly

(Pierella hyceta) of similar size to H. numata was included as a n

control, to estimate variation in predation pressure between
localities. Whenever possible, we placed groups in light gaps
because Heliconius butterflies commonly exploit those habitats.
The distance between each butterfly in a group was never less
than 3 m. A 4% permethrine solution was sprayed over the dum-
mies to deter attacks by insects and arthropods. Between 180 and
300 groups were placed at each study site and collected after 72 h.

(e) Estimation of predation

After collecting the artificial butterflies, we checked their wax
bodies for marks. Birds such as jacamars and flycatchers [50],
as well as other insectivorous animals such as diurnal mammals
[51] and lizards [52] are known to be important visual predators
of Heliconius butterflies. Therefore, only large marks which could
have been produced by a beak (U or V shape) or by vertebrate
jaws were considered as attacks. Smaller marks that were more
likely left by insect mandibles were not recorded as valid attacks.
Artificial butterflies that could not be found after the 72 h were
excluded from the analyses. To test whether the predation inten-
sity varied between the study sites, we compared the number of
attacks registered on the palatable control across sites using a
x*-test. To test whether the phenotypes were subject to different
rates of attack, we applied a generalized linear model (GLM)
with all heterozygotes lumped together, with attack rate as the
response, binomial error distribution, and phenotype as the pre-
dictor. The effect of the predictors was tested using ANOVA. We
also tested for differences in the attack rates between phenotypes
for each specific set applying a GLM. Sites at which the same
morphs were tested were combined (figure 1b).

To estimate the phenotypic proximity necessary to benefit
from mimicry protection, we used linear regression to test whether
phenotypic distance (independently computed by binary PCA and
by QC (perceptual) PCA for the three different observers) predicts
the ratio of attacks on the heterozygote to the most similar homo-
zygote (with the dominant alleles 1;1). We also tested the adaptive
effect of peak proximity (i.e. similarity between homozygotes) on
generalization by predators by regressing the heterozygote attack
rate against the phenotypic distances between local homozygotes,
controlling by distance to the peak. Finally, we tested whether
peak proximity had an effect on peak slope, fitting and comparing
GLMs having attack rate as a response variable and phenotypic
distance to peak (het-homD), phenotypic distance to the other
peak (het-homR, as a proxy of distance between peaks) and its
interaction as predictors. If the interaction is significant, it suggests
that peak proximity affects the peak slope. All the statistical
analyses were performed using R [53].

3. Results
(a) Identification of local fitness peaks

Out of 5360 released dummy butterflies, 98.4% were recovered
and 268 attacks were registered (i.e. 5.34% of the models dis-
played a clear attack mark). Predation intensity (measured as
predation rate on the palatable control (P. hyceta)) was similar
in all the localities (y*> = 3.65, d.f. = 4, p = 0.46). When analys-
ing the overall attack rates on heterozygote, homozygote,
exotic and palatable artificial butterflies across all sites, the
palatable control was significantly less attacked than the
exotic morph (Coeff. Estim.= —0.52, s.e. =0.19, z= —2.76,
p = 0.006; figure 2), but similarly attacked to both local homo-
zygotes (Local 1: Coef. Estim = —0.24, s.e. = 0.22, z= —1.09,
0.27; Local 2: Coef. Estim = —0.35,s.e. =023, z= —1.54, p =
0.12). The palatable control displayed a cryptic colour pattern,
and therefore benefited from a similarly reduced predation
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Figure 2. Mean and standard error of the number of attacks per site regis-
tered for the two local homozygous phenotypes, the heterozygous phenotype
and the exotic phenotype. Bars with asterisks at the top refer to significant
comparisons in the number of attacks between H. numata forms. The dashed
line represents the media of attacks registered on the palatable models, and
the dotted lines represent its standard error (**p << 0.01, ***p << 0.001).

risk to local aposematic prey. Exotic morphs suffered about
twice as many attacks as the local aposematic morphs (homozy-
gote 1: Coeff. Estim. = —0.83,s.e. = 0.21,z = —3.98, p < 0.0001
and Coeff. Estim.= —0.82, s.e.=0.21, homozygote 2: z
= —3.94, p < 0.0001; figure 2). This finding confirms the ability
of visual predators to discriminate known local morphs from
unknown exotic morphs. Moreover, it shows that locally fre-
quent homozygous morphs benefit from protection due to
mimicry and therefore represent fitness peaks in the local fitness
landscape associated with wing colour pattern phenotype.

(b) Detecting the existence of fitness valleys

As shown in figure 2, overall, heterozygote morphs suffered
on average 14.2 attacks per site (s.d. =74, s.e. = 3.31). They
were therefore significantly more attacked than local morphs
(homozygote 1: Coeff. Estim. = —0.72, s.e. = 0.21, z= —3.45,
p = 0.0006; homozygote 2: Coeff. Estim. = —0.71, s.e. = 0.21,
z= —3.40, p = 0.0007) and more than the palatable butterflies
(Coeff. Estim. = —042, s.e.=0.19, z= —220, p=0.03).
Furthermore, no difference was detected between the attacks
on heterozygotes and on exotic morphs (Coeff. Estim. = 0.10,
s.e.=0.17, z=0.60; p=0.55), suggesting that intermediate
morphs were generally not recognized as known prey and
were subjected to significant counter selection in natural
populations. This constitutes a direct demonstration that
intermediate morphs fall into fitness valleys between the
adaptive peaks on which the locally common homozygous
morphs stand.

(c) Proximity to fitness peaks

To test whether some heterozygotes could still benefit
from protection conferred by imperfect resemblance to the
closest local warning signal, we analysed the data for each
heterozygote independently. Two out of the five tested

heterozygotes were significantly more attacked than the most [ 5 |

similar local homozygotes (electronic supplementary material,
table S2). For two other tested heterozygotes, a similar trend
was observed, although it was not significant (electronic
supplementary material, table S2). For the remaining hetero-
zygote tested, such a trend was not detected, probably
because this set was tested in the transition zone between the
Amazonian and Andean morphs (electronic supplementary
material, table S2). To investigate whether the protection
gained by some heterozygotes was due to greater resemblance
to alocal homozygote, we calculated the ratio of attacks on each
heterozygote to attacks on the most similar homozygote, and
then regressed this against their phenotypic similarity
(figure 3). When phenotypic distance was computed using pat-
tern variations alone (binary PCA), no correlation between the
ratio of attacks and phenotypic resemblance was detected
(R2 =0.13, F = 2.06, p = 0.2; figure 3a). However, when pheno-
typic distance was computed using both pattern variations and
colour conspicuousness (QC PCA), the phenotypic distance to
dominant homozygotes was positively correlated with attack
ratio (figure 3b—d). This correlation was significant for
human observers (R?>=0.63, F=12.77, p=0.012) and for
birds having a UV-type vision (R*> =049, F = 7.84, p = 0.03),
and was marginally significant for birds having a V-type
vision (R?=0.39, F =5.53, p=0.06). These results indicate
that the more similar heterozygotes are to the dominant
morph present in the population, the more protected they are
due to generalization from predators.

(d) Detection of fitness ridges

The rate at which heterozygotes protection increases with
proximity to an adaptive peak (i.e. the slope of the peak)
may depend on the presence of other peaks nearby in the
adaptive landscape. Close peaks could be perceived as simi-
lar warning signals by predators, resulting in relaxed
selection on the intermediate morphs falling between them
and leading to shallower valleys and even ridges. The
attack ratio between heterozygotes (1,2) and dominant homo-
zygotes (1;1) was indeed correlated to the phenotypic
distance between the two homozygotes (1;1) and (2;2) irre-
spective of which method was used to estimate phenotypic
distances (binary PCA: R?=0.642, F=13.55, p=10.01, QC
PCA assuming UV-type bird vision: R*=0.578, F =10.59,
p=0.02; QC PCA assuming V-type bird vision: R* = 0.634,
F=13.12, p=0.01; QC PCA assuming human vision: R%=
0.315, F=4.22, p=0.09, see the electronic supplementary
material, S3 and S4 for more details). This suggests that the
more similar the two local homozygotes are, the more they
are generalized by predators, and the more intermediate
morphs between them benefit from protection. Furthermore,
it suggests the existence of a fitness ridge between close adap-
tive peaks (i.e. peaks separated by a short phenotypic distance).
To check for the effect of resemblance of heterozygotes to the
next peak and level of resemblance between peaks, we tested
the effect of these two features on the attack ratio. Models
including both distances and their interaction provided the
best fit (lowest AIC values in electronic supplementary
material, table S5). However, the interaction was significant
under V-vision, but only marginally significant under UV-
vision (electronic supplementary material, table S5). Both
distances, but specially proximity to closest peak seemed to
have an effect on intermediate phenotype protection.
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Figure 3. Ratio of attacks between heterozygote and dominant homozygote versus the phenotypic distances between them. When values are close to 1 (where the
solid horizontal line is) the heterozygote was protected by the homozygote’s signal (i.e. they had similar attack rates). For three of the five tested heterozygotes, two
localities were tested (the three pairs of points that present the same x-value). In parenthesis are the names of the localities used (T, EI Tunel; S, Shapaja; RS, Rio
Shilcayo; U, Urauasha; SR, San Roque; P1, transition zone; P2, Pongo). Phenotypic distances were calculated (a) by binary PCA and by QC PCA including the quantum
catch of (b) a UV-vision system (blue tit), (c) a V-vision system (peafowl) and (d) humans. A positive correlation is represented by a regression line, dashed if
marginally significant and solid when significant at 0.05 level. A star over the dot (*) stands for a significant difference with p << 0.05 and a tilde (~) for p < 0.1

in the independent linear regressions calculated for each heterozygote.

4. Discussion

(a) Fitness landscape associated with complex traits:

the importance of colour perception

The topography of the fitness landscape associated with
polymorphic mimicry depends on whether colour and/or
pattern are perceived by predators as important warning sig-
nals. Behavioural experiments with birds have shown that
colour plays an important role in learning and generalization
by predators [17,54]. Here, we found that including infor-
mation on predators’ colour perception led to different
fitness landscapes than those inferred using pattern variation
alone, and provided a better correlation between phenotypic
distance and protection. This suggests that colour changes
may have a strong impact on the generalization processes
exerted by birds on colour pattern variations. A striking illus-
tration of the importance of colour can be seen in the
heterozygote bic—tar, which differs from the dominant homo-
zygote bic—bic by the presence of a yellow band covering a

limited area of the forewing (see morphs in figure 1b). This
variation results in a small estimated phenotypic distance
when considering pattern variation alone (binary PCA),
because only a small proportion of the wing varies between
the two morphs. However, the estimated phenotypic distance
was higher when considering colour conspicuousness
(QC PCA), because the presence of a yellow band contrasting
strikingly with black might be perceived by birds as an
important difference [21]. Our study therefore stresses the
need to quantify phenotypes as closely as possible to the
way they are perceived by putative selective agents. The
use of more relevant variables (such as colour perception)
permits a better estimation of the fitness landscape shape,
for example, by allowing the detection of continuums that
can otherwise be misinterpreted as independent peaks [9].
Furthermore, our results show that the perception of pheno-
typic variation can differ between predators and thus modify
the topography of the fitness landscape. Predator commu-
nities are probably complex [55,56], and spatially [57] and
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temporally variable [58]. The study of the perception of phe-
notypic variation by the different predators can therefore help
us to understand how selection might be relaxed in certain
phenotypic dimensions.

(b) The genetic architecture of traits in fitness

landscapes with multiple peaks

By quantifying the selection imposed by predators on
morphs of H. numata butterflies in natural conditions, we pro-
vide direct evidence that selection maintains several distinct
adaptive peaks within populations of the same species. The
height of these adaptive peaks is related to the frequency of
the different warning signals within each locality [59]. How-
ever, since we aimed at investigating how generalization
capacities shape the fitness landscape, we focused on the phe-
notypic distance to the most similar morph rather than the
most abundant. Overall, heterozygote morphs were signifi-
cantly more attacked than the local homozygotes, and
similarly attacked to the exotic morphs. Therefore, most inter-
mediate morphs do not appear to benefit from protection
conferred by predator generalization to the local morphs,
especially when the phenotypic distance to their closest
local homozygote was large. Such selection against inter-
mediate heterozygotes fits the expectations described in
Mallet’s interpretation of the shifting balance theory [5,60],
which states that once different selective peaks are estab-
lished, intermediate phenotypes are strongly counter-
selected, thus creating deep fitness valleys and maintaining
several distinct peaks.

The shape of the fitness landscape may have influenced
the supergene architecture underlying wing colour pattern
variation in H. numata, which contrasts with the multilocus
architecture typically observed in locally monomorphic
Heliconius species [32]. The high predation suffered by inter-
mediate morphs suggests selection against recombination
among supergene haplotypes and co-dominance between
haplotypes. Chromosomal inversions observed at the super-
gene [34] may therefore have been promoted, because they
limit recombination. Similarly, the strict dominance relation-
ships observed between sympatric supergene haplotypes
[40] probably results from natural selection exerted against
intermediates. Direct evidence of natural selection acting on
genetic dominance is scarce [61], but shows that dominance
may evolve in traits exhibiting adaptive polymorphism [62].
The appropriate characterization of the fitness landscapes
associated with polymorphic adaptive traits thus allows a
better understanding of how natural selection can shape the
underlying genetic architecture.

(c) New insights on the origin of adaptive variants
inferred from fitness landscapes

The deep fitness valleys separating adaptive peaks are gener-
ally described as a barrier to the emergence of new adaptive
variants [63]. However, here we found that intermediate
morphs might benefit from increased protection when they
reach sufficient similarity to the phenotype standing on the
closest adaptive peak, thus indicating that the slopes
around peaks are moderate. This suggests that once a
valley has been bridged, for instance when a mutation with
a large effect has occurred, mutations with small effects
that confer slightly improved resemblance can be positively

selected. As such, our findings present an example of how
gradual and directional transitions promoted by natural
selection can lead to attainment of a new adaptive peak
[64]. We also demonstrated that the attack rate on intermedi-
ate morphs is positively related to phenotypic distance
between local morphs, consistent with shallower fitness val-
leys between close adaptive peaks. The existence of fitness
ridges and moderate slopes surrounding fitness peaks exem-
plifies how neutral variability can occur within populations
without being strongly penalized by natural selection. Drift
between close fitness peaks is then possible, allowing
exploration of the fitness landscape and potentially the evol-
ution of new adaptive variants, as proposed by Mallet [60].
Generalization by predators may result in relaxed selection,
enabling new variants to emerge. However, the extent to
which proximity between fitness peaks determines their
slopes remains unclear. Although phenotypic similarity to
the closest peak seems to be most important predictor of
selection on intermediate phenotypes, a different experimen-
tal set-up would be required to truly disentangle the effects of
peak proximity and distance between peaks.

5. Conclusion

By estimating selection in natural populations of H. numata,
we characterized precisely the fitness landscape associated
with polymorphic mimicry. We demonstrated the importance
of colour in the evolution of colour pattern variation, thus
shedding light on the importance of the different visual
elements constituting this complex trait. This emphasizes
how an accurate characterization of a fitness landscape can
only be achieved when complex phenotypes are described
using ecologically relevant dimensions. Within H. numata,
we demonstrated the existence of adaptive peaks associated
with locally abundant mimetic morphs, and surrounded by
non-adaptive valleys. We show that natural selection is
likely to promote genetic architecture preventing the
expression of intermediate phenotypes. Examples of such
architecture are completeness of genetic dominance and the
absence of recombination among adaptive alleles, as is
observed in H. numata. We also show that close fitness
peaks are separated by ridges, favouring colour pattern
switches and allowing drift from local peaks. Once an inter-
mediate phenotype reaches the proximity of a peak,
Fisherian transitions will facilitate climbing that peak. Further
studies are required to quantify in more detail the “tolerance’
of the fitness landscape towards imperfect mimics that fall
between distant adaptive peaks (i.e. local phenotypes with
very distinct appearance).

Data accessibility. Available on Dryad http://dx.doi.org/10.5061/dryad.
g8723.

Authors” contributions. M.A. participated in designing the study, made
the dummy butterflies, carried out the experiment in the field, per-
formed the phenotypic estimations and statistical analyses, and
wrote the manuscript; Y.L.P. contributed on elaboration of the
dummy butterflies and analysing phenotypic distances; N.R. contrib-
uted in the field experiment and produced the map in figure 1; R.B.
helped carry out the experiments in the field; M.C. participated in
designing and performing the field experiments; M.T. contributed
by analysing colour perception; V.L. designed and supervised the
experiments and the statistical analyses. M.C., Y.L.P., N.R, M.T.
and V.L. contributed to the writing of the manuscript. All authors
gave final approval for publication.

Competing interests. We have no competing interests.

L6£09L07 €8T § 05 Y 20id  bio-buiysiigndfranosiesorqdsi H


http://dx.doi.org/10.5061/dryad.g8723
http://dx.doi.org/10.5061/dryad.g8723
http://dx.doi.org/10.5061/dryad.g8723

Funding. This work was funded by the Labex BcDiv PhD ANR-10-
LABX-0003-bcdiv to M.A., the ATM formes from the National his
Museum of Natural History in Paris to M.A. and V.L., and the
young research grant from the French National Agency for Research,
acronym DOMEVOL (ANR-13-JSV7-0003-01) to V.L.

References

Schonborn W. 1992 Adaptive polymorphism in soil-
inhabiting testate amoebae (Rhizopoda): its
importance for delimitation and evolution of
asexual species. Arch. Protistenkd. 142, 139—155.
(doi:10.1016/50003-9365(11)80077-1)

Llaurens V, Billiard S, Castric V, Vekemans X. 2009
Evolution of dominance in sporophytic self-
incompatibility systems. . Genetic load and
coevolution of levels of dominance in pollen and
pistil. Evolution 63, 2427 —2437. (doi:10.1111/].
1558-5646.2009.00709.x)

Aidoo M, Terlouw DJ, Kolczak MS, McElroy PD, ter
Kuile FO, Kariuki S, Nahlen BL, Lal AA,
Udhayakumar V. 2002 Protective effects of the sickle
cell gene against malaria morbidity and mortality.
Lancet 359, 1311-1312. (doi:10.1016/50140-6736
(02)08273-9)

Piertney SB, Oliver MK. 2005 The evolutionary
ecology of the major histocompatibility complex.
Heredity 96, 7—21. (doi:10.1038/sj.hdy.6800724)
Wright S. 1932 The roles of mutation, inbreeding,
crosshreeding, and selection in evolution. In Proc. XI
Int. Congr. Genet. Hague 1, pp. 356—366.
Lindstrom L, Alatalo RV, Mappes J, Riipi M,
Vertainen L. 1999 Can aposematic signals evolve by
gradual change? Nature 397, 249—-251. (doi:10.
1038/16692)

Weissman DB, Desai MM, Fisher DS, Feldman MW.
2009 The rate at which asexual populations cross
fitness valleys. Theor. Popul. Biol. 75, 286—300.
(doi:10.1016/j.tpb.2009.02.006)

Balogh ACV, Gamberale-Stille G, Tullberg BS, Leimar
0. 2010 Feature theory and the two-step hypothesis
of Miillerian mimicry evolution. Evolution 64,
810-822. (doi:10.1111/j.1558-5646.2009.00852.x)
Whibley AC, Langlade NB, Andalo C, Hanna Al,
Bangham A, Thébaud C, Coen E. 2006 Evolutionary
paths underlying flower color variation in
Antirrhinum. Science 313, 963 —966. (doi:10.1126/
science.1129161)

Martin CH, Wainwright PC. 2013 Multiple fitness
peaks on the adaptive landscape drive adaptive
radiation in the wild. Science 339, 208—-211.
(doi:10.1126/science.1227710)

Miiller F. 1878 Uber die vortheile der mimicry bei
schmetterlingen. Zool. Anz. 1, 54-55.

Rowland HM, Hoogesteger T, Ruxton GD, Speed MP,
Mappes J. 2010 A tale of 2 signals: signal mimicry
between aposematic species enhances predator
avoidance learning. Behav. Ecol. 21, 851-860.
(doi:10.1093/beheco/arq071)

Kapan DD. 2001 Three-butterfly system provides

a field test of Miillerian mimicry. Nature 409,
338-340. (doi:10.1038/35053066)

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

collaboration

design.

Langham GM. 2004 Specialized avian predators
repeatedly attack novel color morphs of Heliconius
butterflies. Evolution 58, 2783 —2787. (doi:10.1554/
04-207)

Mallet J, Barton NH. 1989 Strong natural selection
in a warning-color hybrid zone. Evolution 43,
421-431. (doi:10.2307/2409217)

Chouteau M, Angers B. 2011 The role of predators
in maintaining the geographic organization of
aposematic signals. Am. Nat. 178, 810-817.
(doi:10.1086/662667)

Finkbeiner SD, Briscoe AD, Reed RD. 2014 Warning
signals are seductive: relative contributions of color
and pattern to predator avoidance and mate
attraction in Heliconius butterflies. Evolution 68,
3410-3420. (doi:10.1111/ev0.12524)

Merrill RM, Wallbank RW, Bull V, Salazar PC, Mallet
J, Stevens M, Jiggins CD. 2012 Disruptive ecological
selection on a mating cue. Proc. R. Soc. B 279,
4907 -4913. (doi:10.1098/rsph.2012.1968)

Ojala K, Lindstrom L, Mappes J. 2007 Life-history
constraints and warning signal expression in an
arctiid moth. Funct. Ecol. 21, 1162—1167. (doi:10.
2307/20142759)

Rojas B, Endler J. 2013 Sexual dimorphism and
intra-populational colour pattern variation in the
aposematic frog Dendrobates tinctorius. Evol. Ecol.
27, 739-753. (doi:10.1007/510682-013-9640-4)
Llaurens V, Joron M, Théry M. 2014 Cryptic
differences in colour among Miillerian mimics: how
c@n the visual capacities of predators and prey
shape the evolution of wing colours? J. Evol. Biol.
27, 531-540. (doi:10.1111/jeb.12317)

Ruxton GD, Franks DW, Balogh ACY, Leimar 0. 2008
Evolutionary implications of the form of predator
generalization for aposematic signals and mimicry
in prey. Evolution 62, 2913—2921. (doi:10.1111/j.
1558-5646.2008.00485.x)

Kikuchi DW, Pfennig DW. 2010 Predator cognition
permits imperfect coral snake mimicry. Am. Nat.
176, 830—834. (doi:10.1086/657041)

Rowe C, Lindstrom L, Lyytinen A. 2004

The importance of pattern similarity between
Miillerian mimics in predator avoidance learning.
Proc. R. Soc. Lond. B 271, 407—413. (doi:10.1098/
rspb.2003.2615)

Thomas RJ, Marples NM, Cuthill I, Takahashi M,
Gibson EA. 2003 Dietary conservatism may facilitate the
initial evolution of aposematism. Oikos 101, 458 —466.
(doi:10.1034/.1600-0706.2003.12061.x)

Beatty (D, Beirinckx K, Sherratt TN. 2004 The
evolution of Miillerian mimicry in multispecies
communities. Nature 431, 63—66. (doi:10.1038/
nature02818)

2].

28.

29.

30.

3N

32.

33

34.

35.

36.

37.

38.

39.

Acknowledgements. The authors would like to thank Ronald Mori for
releasing
Dona Marina for her help in their manufacture and Mathieu
Joron and Doris Gomez for valuable feedback on the experimental

the artificial butterflies and

Ihalainen E, Rowland HM, Speed MP, Ruxton GD,
Mappes J. 2012 Prey community structure affects
how predators select for Miillerian mimicry.

Proc. R. Soc. B 279, 2099—2105. (doi:10.1098/rspb.
2011.2360)

Chittka L, Osorio D. 2007 Cognitive dimensions of
predator responses to imperfect mimicry. PLoS Biol.
5, €339. (doi:10.1371/journal.phio.0050339)

Baxter SW et al. 2010 Genomic hotspots for
adaptation: the population genetics of Miillerian
mimicry in the Heliconius melpomene clade. PLoS
Genet. 6, €1000794. (doi:10.1371/journal.pgen.
1000794)

Reed RD et al. 2011 Optix drives the repeated
convergent evolution of butterfly wing pattern
mimicry. Science 333, 1137—1141. (doi:10.1126/
science.1208227)

Counterman BA et al. 2010 Genomic hotspots for
adaptation: the population genetics of Miillerian
mimicry in Heliconius erato. PLoS Genet. 6,
€1000796. (doi:10.1371/journal.pgen.1000796)
Huber B et al. 2015 Conservatism and novelty in the
genetic architecture of adaptation in Heliconius
butterflies. Heredity 114, 515—524. (doi:10.1038/
hdy.2015.22)

Merrill RM et al. 2015 The diversification of
Heliconius butterflies: what have we learned in 150
years? J. Evol. Biol. 28, 1417—1438. (doi:10.1111/
jeb.12672)

Joron M et al. 2011 Chromosomal rearrangements
maintain a polymorphic supergene controlling
butterfly mimicry. Nature 477, 203 -206. (doi:10.
1038/nature10341)

Brown KSJr, Benson WW. 1974 Adaptive
polymorphism associated with multiple

Miillerian mimicry in Heliconius numata (lepid.
Nymph.). Biotropica 6, 205—228. (doi:10.2307/
2989666)

Supple M, Papa R, Counterman B, McMillan WO.
2014 The genomics of an adaptive radiation:
insights across the Heliconius speciation continuum.
Ecol. Genomics 781, 249—271. (doi:10.1007/978-
94-007-7347-9_13)

Beccaloni G. 1997 Ecology, natural history and
behaviour of the Ithomiinae butterflies and their
mimics in Ecuador. Trop. Lepidoptera 8, 103—124.
Joron M, Wynne |, Lamas G, Mallet J. 1999 Variable
selection and the coexistence of multiple mimetic
forms of the butterfly Heliconius numata. Evol. Ecol.
13, 721-754. (doi:10.1023/a:1010875213123)
Joron M et al. 2006 A conserved supergene locus
controls colour pattern diversity in Heliconius
butterflies. PLoS Biol. 4, 1831—1840. (doi:10.1371/
journal.pbio.0040303)

16509107 €82 g 20S Y 0id  biobuiysigndAianosiedorqdss H


http://dx.doi.org/10.1016/S0003-9365(11)80077-1
http://dx.doi.org/10.1111/j.1558-5646.2009.00709.x
http://dx.doi.org/10.1111/j.1558-5646.2009.00709.x
http://dx.doi.org/10.1016/S0140-6736(02)08273-9
http://dx.doi.org/10.1016/S0140-6736(02)08273-9
http://dx.doi.org/10.1038/sj.hdy.6800724
http://dx.doi.org/10.1038/16692
http://dx.doi.org/10.1038/16692
http://dx.doi.org/10.1016/j.tpb.2009.02.006
http://dx.doi.org/10.1111/j.1558-5646.2009.00852.x
http://dx.doi.org/10.1126/science.1129161
http://dx.doi.org/10.1126/science.1129161
http://dx.doi.org/10.1126/science.1227710
http://dx.doi.org/10.1093/beheco/arq071
http://dx.doi.org/10.1038/35053066
http://dx.doi.org/10.1554/04-207
http://dx.doi.org/10.1554/04-207
http://dx.doi.org/10.2307/2409217
http://dx.doi.org/10.1086/662667
http://dx.doi.org/10.1111/evo.12524
http://dx.doi.org/10.1098/rspb.2012.1968
http://dx.doi.org/10.2307/20142759
http://dx.doi.org/10.2307/20142759
http://dx.doi.org/10.1007/s10682-013-9640-4
http://dx.doi.org/10.1111/jeb.12317
http://dx.doi.org/10.1111/j.1558-5646.2008.00485.x
http://dx.doi.org/10.1111/j.1558-5646.2008.00485.x
http://dx.doi.org/10.1086/657041
http://dx.doi.org/10.1098/rspb.2003.2615
http://dx.doi.org/10.1098/rspb.2003.2615
http://dx.doi.org/10.1034/j.1600-0706.2003.12061.x
http://dx.doi.org/10.1038/nature02818
http://dx.doi.org/10.1038/nature02818
http://dx.doi.org/10.1098/rspb.2011.2360
http://dx.doi.org/10.1098/rspb.2011.2360
http://dx.doi.org/10.1371/journal.pbio.0050339
http://dx.doi.org/10.1371/journal.pgen.1000794
http://dx.doi.org/10.1371/journal.pgen.1000794
http://dx.doi.org/10.1126/science.1208227
http://dx.doi.org/10.1126/science.1208227
http://dx.doi.org/10.1371/journal.pgen.1000796
http://dx.doi.org/10.1038/hdy.2015.22
http://dx.doi.org/10.1038/hdy.2015.22
http://dx.doi.org/10.1111/jeb.12672
http://dx.doi.org/10.1111/jeb.12672
http://dx.doi.org/10.1038/nature10341
http://dx.doi.org/10.1038/nature10341
http://dx.doi.org/10.2307/2989666
http://dx.doi.org/10.2307/2989666
http://dx.doi.org/10.1007/978-94-007-7347-9_13
http://dx.doi.org/10.1007/978-94-007-7347-9_13
http://dx.doi.org/10.1023/a:1010875213123
http://dx.doi.org/10.1371/journal.pbio.0040303
http://dx.doi.org/10.1371/journal.pbio.0040303

40.

4.

42.

43.

44,

45.

46.

47.

48.

Le Poul Y, Whibley A, Chouteau M, Prunier F,
Llaurens V, Joron M. 2014 Evolution of dominance
mechanisms at a butterfly mimicry supergene. Nat.
Commun. 5, 5644. (doi:10.1038/ncomms6644)
Finkbeiner SD, Briscoe AD, Reed RD. 2012 The
benefit of being a social butterfly: communal
roosting deters predation. Proc. R. Soc. B 279,
2769-2776. (doi:10.1098/rspb.2012.0203)

Endler JA. 1991 Variation in the appearance of
guppy color patterns to guppies and their predators
under different visual conditions. Vis. Res. 31,
587 -608. (doi:10.1016/0042-6989(91)90109-1)
Iriel A, Lagorio MG. 2010 Implications of reflectance
and fluorescence of Rhododendron indicum flowers
in biosignaling. Photochem. Photobiol. Sci. 9,
342-348. (doi:10.1039/b9pp00104b)

Hart NS. 2001 Variations in cone photoreceptor
abundance and the visual ecology of birds.

J. Comp. Physiol. A 187, 685—697. (doi:10.1007/
500359-001-0240-3)

Hart NS. 2002 Vision in the peafowl (Aves: Pavo
cristatus). J. Exp. Biol. 205, 3925—3935.

Dartnall H, Bowmaker J, Mollon J. 1983 Human
visual pigments: microspectrophotometric results
from the eyes of seven persons. Proc. R. Soc. Lond. B
220, 115-130. (doi:10.1098/rsph.1983.0091)
Vorobyev M, Osorio D. 1998 Receptor noise as a
determinant of colour thresholds. Proc. R. Soc. Lond.
B 265, 351-358. (doi:10.1098/rsph.1998.0302)
Gomez D. 2006 AVICOL, a program to analyse
spectrometric data. Free executable available at
http://sites.google.com/site/avicolprogram/ or from

49.

50.

51.

52.

53.

54.

55.

56.

the author at dodogomez@yahoo.fr (accessed
October 2011).

Théry M, Pincebourde S, Feer F. 2008 Dusk

light environment optimizes visual perception

of conspecifics in a crepuscular horned beetle.
Behav. Ecol. 19, 627—-634. (d0i:10.1093/
beheco/arn024)

Langham GM. 2006 Rufous-tailed jacamars and
aposematic butterflies: do older birds attack novel
prey? Behav. Ecol. 17, 285-290. (doi:10.1093/
beheco/arj027)

Kumara H, Singh M, Sharma A, Singh M, Ananda
Kumar M. 2000 Faunal component in the diet of
lion-tailed macaques. Prime Rep. 58, 57—65.
Boyden TC. 1976 Butterfly palatability and mimicry:
experiments with Ameiva lizards. Evolution 30, 73—
81. (doi:10.2307/2407673)

R Development Core Team. 2014 R: a language and
environment for statistical computing. Vienna,
Austria: R Foundation for Statistical Computing.
Aronsson M, Gamberale-Stille G. 2012 Evidence of
signaling benefits to contrasting internal color
boundaries in warning coloration. Behav. Ecol. 24,
349-354. (doi:10.1093/beheco/ars170)

Poulsen BO. 1996 Structure, dynamics, home range
and activity pattern of mixed-species bird flocks in a
montane alder-dominated secondary forest in Ecuador.
J. Trop. Ecol. 12, 333—343. (d0i:10.2307/2560053)
Reznick D, Sexton 0J, Mantis C. 1981 Initial

prey preferences in the lizard Sceloporus
malachiticus. Copeia 1981, 681—686. (doi:10.2307/
1444574)

57.

58.

59.

60.

61.

62.

63.

64.

Lopes LE, Marini MA. 2006 Home range and habitat
use by Suiriri affinis and Suiriri islerorum (Aves:
Tyrannidae) in the central Brazilian Cerrado. Stud.
Neotrop. Fauna Environ. 41, 87—-92. (doi:10.1080/
01650520500309826)

Mappes J, Kokko H, Ojala K, Lindstrom L. 2014
Seasonal changes in predator community switch the
direction of selection for prey defences. Nat.
Commun. 5, 5016. (doi:10.1038/ncomms6016)
Chouteau M, Arias M, Joron M. 2016 Waming
signals are under positive frequency-dependent
selection in nature. Proc. Natl. Acad. Sci. USA 113,
2164-2169. (doi:10.1073/pnas.1519216113)
Mallet J. 2010 Shift happens! Shifting balance and
the evolution of diversity in warning colour and
mimicry. Ecol. Entomol. 35, 90— 104. (doi:10.1111/j.
1365-2311.2009.01137.%)

Billiard S, Castric V. 2011 Evidence for Fisher's
dominance theory: how many ‘special cases?
Trends Genet. 27, 441—445. (doi:10.1016/j.tig.2011.
06.005)

Otto SP, Bourguet D. 1999 Balanced polymorphisms
and the evolution of dominance. Am. Nat. 153,
561-574. (doi:10.1086/303204)

Schrag SJ, Perrot V, Levin BR. 1997 Adaptation to
the fitness costs of antibiotic resistance in
Escherichia coli. Proc. R. Soc. Lond. B 264,
1287-1291. (doi:10.1098/rsph.1997.0178)

Fisher RA. 1927 On some objections to mimicry
theory; statistical and genetic. Trans. R. Entomol.
Soc. Lond. 75, 269—278. (doi:10.1111/j.1365-2311.
1927.th00074.x)

16509107 €82 g 20S Y 0id  biobuiysigndAianosiedorqdss H


http://dx.doi.org/10.1038/ncomms6644
http://dx.doi.org/10.1098/rspb.2012.0203
http://dx.doi.org/10.1016/0042-6989(91)90109-I
http://dx.doi.org/10.1039/b9pp00104b
http://dx.doi.org/10.1007/s00359-001-0240-3
http://dx.doi.org/10.1007/s00359-001-0240-3
http://dx.doi.org/10.1098/rspb.1983.0091
http://dx.doi.org/10.1098/rspb.1998.0302
http://sites.google.com/site/avicolprogram/
http://sites.google.com/site/avicolprogram/
http://dx.doi.org/10.1093/beheco/arn024
http://dx.doi.org/10.1093/beheco/arn024
http://dx.doi.org/10.1093/beheco/arj027
http://dx.doi.org/10.1093/beheco/arj027
http://dx.doi.org/10.2307/2407673
http://dx.doi.org/10.1093/beheco/ars170
http://dx.doi.org/10.2307/2560053
http://dx.doi.org/10.2307/1444574
http://dx.doi.org/10.2307/1444574
http://dx.doi.org/10.1080/01650520500309826
http://dx.doi.org/10.1080/01650520500309826
http://dx.doi.org/10.1038/ncomms6016
http://dx.doi.org/10.1073/pnas.1519216113
http://dx.doi.org/10.1111/j.1365-2311.2009.01137.x
http://dx.doi.org/10.1111/j.1365-2311.2009.01137.x
http://dx.doi.org/10.1016/j.tig.2011.06.005
http://dx.doi.org/10.1016/j.tig.2011.06.005
http://dx.doi.org/10.1086/303204
http://dx.doi.org/10.1098/rspb.1997.0178
http://dx.doi.org/10.1111/j.1365-2311.1927.tb00074.x
http://dx.doi.org/10.1111/j.1365-2311.1927.tb00074.x

	Crossing fitness valleys: empirical estimation of a fitness landscape associated with polymorphic mimicry
	Background
	Material and methods
	Study sites
	Quantification of phenotypic distances
	Artificial butterflies
	Experimental design
	Estimation of predation

	Results
	(a) Identification of local fitness peaks
	(b) Detecting the existence of fitness valleys
	(c) Proximity to fitness peaks
	(d) Detection of fitness ridges

	Discussion
	(a) Fitness landscape associated with complex traits: the importance of colour perception
	(b) The genetic architecture of traits in fitness landscapes with multiple peaks
	(c) New insights on the origin of adaptive variants inferred from fitness landscapes

	Conclusion
	Data accessibility
	Authors’ contributions
	Competing interests
	Funding
	Acknowledgements
	References


