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INTRODUCTION

Traditionally, community and evolutionary ecology 
have focused on the interplay between antagonistic 

interactions (i.e. competition, predation) and common 
ancestry, and how this interplay drives both the assem-
bly of communities and species niche evolution (Brown 
& Maurer, 1989; Kraft et al., 2007; Pianka, 1981; Webb 
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Abstract
Understanding the mechanisms underlying species distributions and coexistence 
is both a priority and a challenge for biodiversity hotspots such as the Neotropics. 
Here, we highlight that Müllerian mimicry, where defended prey species display 
similar warning signals, is key to the maintenance of biodiversity in the c. 400 
species of the Neotropical butterfly tribe Ithomiini (Nymphalidae: Danainae). We 
show that mimicry drives large-scale spatial association among phenotypically 
similar species, providing new empirical evidence for the validity of Müller's model 
at a macroecological scale. Additionally, we show that mimetic interactions drive 
the evolutionary convergence of species climatic niche, thereby strengthening the 
co-occurrence of co-mimetic species. This study provides new insights into the 
importance of mutualistic interactions in shaping both niche evolution and species 
assemblages at large spatial scales. Critically, in the context of climate change, 
our results highlight the vulnerability to extinction cascades of such adaptively 
assembled communities tied by positive interactions.

K E Y W O R D S
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et al., 2002). However, more recently, many studies have 
extended this vision by documenting the importance 
of positive interactions in determining species coex-
istence and the stability of communities (Alexandrou 
et al.,  2011; Elias et al.,  2009; Hale et al.,  2020; Mougi 
& Kondoh, 2012; Okuyama & Holland, 2008; Thébault 
& Fontaine, 2010), the co-evolution of functional traits 
(Guimarães et al.,  2011, 2017; Newman et al.,  2014; 
Nuismer et al., 2013; O'Brien et al., 2021), the support of 
ecosystem functions such as pollination or seed disper-
sal (Millennium Ecosystem Assessment,  2005) and the 
origins and maintenance of biodiversity (Bascompte & 
Jordano, 2007; Bastolla et al., 2009; Gross, 2008; Pascual-
García & Bastolla, 2017).

Positive and negative interactions are expected to 
have opposite consequences on the evolution of species 
traits and on the assembly of communities. Competitive 
interactions may drive character displacement (e.g. di-
vergence in traits involved in resource use) and local 
competitive exclusion, leading to a decrease in ecolog-
ical niche similarity among species within communi-
ties (Brown & Wilson, 1956; Dayan & Simberloff, 2005; 
Webb et al., 2002). By contrast, positive interactions are 
predicted to drive the convergence of traits that enhance 
the local co-occurrence of interacting species, lead-
ing to an increase in ecological niche similarity within 
communities (Aubier & Elias, 2020; Bruno et al., 2003; 
Elias et al., 2009; Nuismer et al., 2013; Thompson, 2005). 
However, the consequences of this interplay on com-
munity composition at large spatial scales and on the 
evolution of species climatic niche, which drive species 
distributions at such scales, remain poorly explored, out-
side of plant facilitation (Brooker et al., 2008; Valiente-
Banuet & Verdú, 2007).

Species within ecological guilds are linked by the use 
of a common resource (e.g. trophic resources or micro-
habitat space), thereby interacting negatively through 
exploitative competition. Yet, many species also engage 
in positive interactions (Crowley & Cox,  2011). For in-
stance, birds commonly form multispecies flocks, which 
increases foraging efficiency (Wiley,  1971) and reduces 
predation risk (Beauchamp,  2004). Mixed-species 
groups of mammals often cooperate through beneficial 
joint hunting or shared vigilance (Stensland et al., 2003). 
Beyond ubiquitous facilitative interactions (Brooker 
et al.,  2008), co-occurring plants can also benefit from 
jointly attracting shared pollinators (Moeller,  2004), 

driving convergence in flowering phenology (Sakai, 2002) 
as well as in their chemical and visual floral traits acting 
as cues for pollinators (Kantsa et al., 2017; Thomson & 
Wilson, 2008). Because intraguild systems may be simul-
taneously subject to the effects of both mutualistic inter-
actions and competition, they appear particularly suited 
to investigate the outcome of positive and negative inter-
actions in shaping community composition and species 
niche evolution.

Müllerian mimicry is an emblematic case of intragu-
ild mutualism, where non-profitable prey species have 
evolved similar warning colour patterns (i.e. aposematic 
patterns) under positive frequency-dependent selection 
imposed by predators, which learn more efficiently to 
recognize and avoid patterns that are more common 
(Müller,  1879; Sherratt,  2008). Resulting sets of co-
mimetic species, which share the same warning pattern, 
are called mimicry rings (Joron & Mallet, 1998; Mallet 
& Gilbert, 1995; Papageorgis, 1975; Weismann, 1904). As 
such, identifying sets of species locally engaged in mutu-
alistic interactions (i.e. co-mimics) is relatively straight-
forward. Those species may often compete for resources 
(e.g. micro-habitat space or trophic resources), despite 
interacting mutualistically by sharing the cost of educat-
ing their naïve predators. Thus, Müllerian mimicry offers 
an excellent case study to explore the interplay between 
positive and negative interactions on natural communi-
ties. While Müllerian mimicry (hereafter, mimicry) has 
been observed independently in numerous taxa around 
the world, such as Hymenoptera (Williams, 2007; Wilson 
et al.,  2015), Coleoptera (Motyka et al.,  2021; Muñoz-
Ramírez et al., 2016), frogs (Symula et al., 2001), fishes 
(Alexandrou et al., 2011), snakes (Sanders et al., 2006) and 
even birds (Dumbacher & Fleischer, 2001), it was histori-
cally described and formalized in the nineteenth century 
by Fritz Müller based on observations of Neotropical 
ithomiine and danaine butterflies (Müller, 1879).

The butterflies of the Neotropical tribe Ithomiini 
Godman & Salvin, 1879 (Nymphalidae: Danainae), 
commonly called clearwing butterflies because of the 
transparent wing areas seen in most species (McClure 
et al.,  2019; Papageorgis,  1975; Figure  1), represent the 
most diverse radiation of mimetic butterflies, with 396 
species documented to date. All species are engaged 
in Müllerian mimicry (Beccaloni,  1997a; Brown Jr. & 
Benson, 1974; Chazot et al., 2019), but at the same time may 
compete for various kinds of resources. Ithomiine larvae 

F I G U R E  1   Mimicry ring classification for Ithomiini butterflies. Wing patterns are classified into 44 groups defined as mimicry rings. 
Dorsal view is shown on the left side against a dark background to highlight transparency when present. Ventral view is shown on the right side. 
The number of species in each mimicry ring is provided in parenthesis aside the name of each ring. ‘Co’ symbolizes the presence (in green) or 
absence (strikethrough in grey) of a significant pattern of species spatial congruence within each mimicry ring. The green solid line frames all 
mimicry rings with significant species spatial congruence. ‘Cv’ symbolizes the presence (in blue) or absence (strikethrough in grey) of a lower 
variance in species climatic niche within each mimicry ring than expected from the phylogeny. When significant, this suggests an adaptive 
convergence of species climatic niche within the mimicry ring. The blue solid line frames all mimicry rings with significant signal for climatic 
niche convergence. The grey dashed lines frame all mimicry rings without significant signal for either spatial congruence or niche convergence, 
or both (double frame). Mimicry rings for which the tests could not be performed because they encompass only one ithomiine species each are 
displayed on the last line, without associated ‘Co’ and ‘Cv’ symbols associated. Photo credits: K. Willmott. Adapted from Doré et al. (2022).
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are almost all confined to the plant family Solanaceae, 
in some cases sharing the same host plant species, which 
are often understory herbs or vines with limited foliage 

(Beccaloni et al., 2008; Drummond III & Brown Jr, 1987; 
Willmott & Mallet, 2004). Furthermore, adult males of 
most species may compete for access to composite flowers 
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(Asteraceae) and wilted borages (Boraginaceae) which 
provide them with the pyrrolizidine alkaloids needed for 
chemical protection against predators (Brown Jr, 1984; 
Trigo & Brown Jr, 1990), as well as sex pheromone pre-
cursors (Schulz et al., 2004).

Previous works on Ithomiini provided the first ev-
idence that mutualistic interactions can partially out-
weigh competition and drive ecological convergence 
along multiple ecological axes that enhance local co-
occurrence, such as microhabitat (DeVries et al.,  1999; 
Elias et al.,  2008; Gompert et al.,  2011; Hill,  2010; 
Willmott et al.,  2017), flight height (Beccaloni,  1997b; 
Elias et al.,  2008) and hostplant preferences (Willmott 
& Mallet,  2004), and at broader scales across altitudi-
nal gradients (Chazot et al., 2014). However, the extent 
to which ecological niche convergence driven by posi-
tive interactions applies at larger spatial scales remains 
largely unknown. Notably, the effects of mimicry on the 
evolution of species climatic niches, which contribute to 
determining global geographic distribution patterns, is 
of particular interest in the context of current and future 
climate changes.

This study aims to examine the impact of intraguild 
mutualistic interactions on community composition and 
climatic niche evolution of interacting species at a mac-
roecological scale, using the butterfly tribe Ithomiini 
as a study system. Specifically, we investigated three 
questions:

	 (i)	 Does mimicry structure Ithomiini community 
composition by promoting the spatial congruence 
of phenotypically similar species at the scale of 
their geographic range?

	 (ii)	 Is the climatic niche of species more similar within 
than between mimicry rings, enhancing the spatial 
congruence of phenotypically similar species?

	(iii)	 If so, does such similarity of climatic niche among 
phenotypically similar species arise from shared 
ancestry or from evolutionary convergence across 
distinct lineages?

M ATERI A LS A N D M ETHODS

Data sources

Study system: The tribe Ithomiini

Ithomiini (Nymphalidae: Danainae) represents the 
most diverse radiation of mimetic butterflies, with 1542 
subspecies distributed among 396 species, 42 genera 
and 10 subtribes (Chazot et al.,  2019; see phylogeny in 
Figure  S1). All species are engaged in Müllerian mi-
metic interactions. Ithomiini often numerically domi-
nate butterfly communities in Neotropical forests from 
Mexico to northern Argentina (Chazot et al.,  2019) 
and act as mimetic models for other Lepidoptera 

species (Beccaloni, 1997b; Brown Jr, 1988; Brown Jr. & 
Benson, 1974; Joron & Mallet, 1998). The classification 
of wing patterns defined on the basis of pattern simi-
larity follows the most recent update (Doré et al., 2022), 
and comprises 44 mimicry rings (Figure  1; https://doi.
org/10.5281/zenodo.5497876). This phenotypic-based 
classification outlines ‘putative’ mimicry rings (e.g. 
Sanders et al., 2006; Symula et al., 2001) in the sense that 
it delineates groups of biological entities with patterns 
assumed to be perceived as similar by predators (e.g. 
Hoyal Cuthill et al.,  2019; Symula et al.,  2001; Wilson 
et al., 2015).

Most Ithomiini species contain several subspecies, 
which often belong to distinct mimicry rings (Figure S12). 
In order to study the interplay between Müllerian mim-
icry and the distribution and climatic niche of ithomi-
ine butterflies, we defined Operational Mimicry Units 
(OMUs; Doré et al., 2022) as the set of conspecific indi-
viduals that share the same mimicry pattern (Figure S2). 
As such, a mimicry ring typically comprises multiple 
OMUs representing different species. The 783 currently 
known OMUs in the Ithomiini tribe were the ecologi-
cal units used for our analyses (Doré et al.,  2022). For 
the sake of simplicity, we use ‘co-mimetic species’ and 
‘phenotypically similar species’ in the text to refer to the 
OMUs sharing the same mimicry pattern.

Estimating community composition

In order to investigate the effect of mimicry on the com-
position of Ithomiini communities, we retrieved maps 
of the estimated distribution of all 783 OMUs obtained 
from species distribution models based on a data set of 
ca. 29,000 georeferenced occurrences (Doré et al., 2022; 
https://doi.org/10.5281/zenodo.4696055; https://doi.
org/10.5281/zenodo.4673446). These models predicted 
the distribution of ithomiine butterflies based on the 
relationship between occurrences and associated cli-
matic variables, forest cover and elevation. They pro-
vided scores interpreted as the likelihood of presence 
of each OMU within each community represented as a 
quarter-degree grid cell of ca. 30 km × 30 km. This ap-
proach allowed us to build a complete list of likelihood 
of presences of species and associated putative mimicry 
rings for each of the 21,415 communities (i.e. quarter-
degree grid cells) considered within the entire Ithomiini 
range. We used those scores as predictions of OMUs as-
semblages in each community. A map of Ithomiini spe-
cies richness based on those distribution is provided in 
Figure S3.

Describing the climatic niche of species

For each OMU, we extracted the set of climatic con-
ditions found at its associated georeferenced records 

https://doi.org/10.5281/zenodo.5497876
https://doi.org/10.5281/zenodo.5497876
https://doi.org/10.5281/zenodo.4696055
https://doi.org/10.5281/zenodo.4673446
https://doi.org/10.5281/zenodo.4673446
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in the occurrence database. We defined the climatic 
niche of each OMU as the centroid of these occurrence 
points within the climatic space expressed in four di-
mensions: mean annual temperature, mean annual spe-
cific humidity, temperature seasonality and specific 
humidity seasonality (Vega et al., 2017; MERRAclim 
v.2.0, https://doi.org/10.5061/dryad.s2v81, accessed 
on 04/02/2020). As such, each OMU was associ-
ated with a set of climatic data describing its mean 
climate, or its bioclimatic optimum (e.g. Barnagaud 
et al., 2012; Hof et al., 2010), strictly ref lecting the cen-
troid of its realized niche (Hutchinson, 1957; Soberón 
& Nakamura,  2009). Despite being a subset of the 
fundamental niche, measurements of the position of 
the realized niche in the environmental space based 
on occurrences can provide relevant insights on the 
evolution of the species fundamental niche (Gouveia 
et al.,  2014), and are commonly used to investigate 
climatic niche evolution (Broennimann et al.,  2012; 
e.g., Kozak & Wiens, 2010; Castro-Insua et al., 2018; 
Rolland et al., 2018).

Data analyses

R scripts to carry out all analyses are available on GitHub 
at https://github.com/MaelD​ore/ithom​iini_conve​rgence.

Community structure analyses

To examine whether phenotypically similar species co-
occur more often than expected at random in commu-
nities, we employed a modified version of a community 
differentiation index: the IST (Hardy & Senterre, 2007). 
IST is analogous to the FST index used in population 
genetics. It quantifies differences in species composi-
tion across communities by partitioning additively the 
diversity between its alpha (within communities) and 
beta (between communities) components. In our frame-
work, we apply IST to mimicry rings instead of species, 
using the number of species in each ring as the meas-
ure of abundance. As such, IST represents the mimicry 
turnover among our predicted communities, and a high 

F I G U R E  2   Illustration of spatial dissimilarity in distribution range between pairs of species. Spatial dissimilarity is quantified with 
Bray–Curtis distances (BC) based on the comparison of species likelihood of presence across each grid cell. Dircenna jemina within mimicry 
ring DILUCIDA is used as the reference (upper left). The three other species show an increasing BC distance (decreasing spatial congruence) 
with the reference. A co-mimetic species, Dircenna dero within mimicry ring DILUCIDA (upper right), shows the highest spatial congruence 
(BC = 0.35). Non-co-mimetic Oleria amalda within mimicry ring LERIDA (bottom left) and Mechanitis mazaeus within mimicry ring 
MAELUS (bottom right) display lower spatial congruence with the reference (BC = 0.75 and 0.95 respectively). Maps adapted from Doré 
et al. (2022). Photo credits: Nicolas Chazot, 2015.

https://doi.org/10.5061/dryad.s2v81
https://github.com/MaelDore/ithomiini_convergence
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IST reflects the spatial clustering of co-mimetic species 
within communities. This index conveniently allows us 
to quantify mimicry turnover at both global level and be-
tween pairs of communities. As such, we tested whether 
observed IST was significantly higher than expectations 
if mimicry patterns were distributed randomly among 
OMUs (as in Chazot et al., 2014).

We also developed a complementary approach to 
investigate if the dissimilarity between spatial distri-
butions of species was lower for phenotypically similar 
species. We computed pairwise Bray–Curtis distances 
(Bray & Curtis, 1957) across the predicted distributions, 
obtained from species distribution models, of all pairs 
of OMUs with the R package vegan 2.5-4 (Oksanen 
et al., 2019; see SI Appendix 6). A high Bray–Curtis value 
corresponds to a large dissimilarity in species spatial dis-
tributions, while a low value relates to an important spa-
tial overlap (Figure 2). We evaluated the significance of 
the mean value obtained for pairs of phenotypically sim-
ilar species (i.e. putative co-mimics) by random permuta-
tion of mimicry patterns among the OMUs. We carried 
out this analysis for 39 putative mimicry rings for which 
the analysis could be performed since they hosted more 
than one species/OMU (Figure 1: mimicry rings show-
ing significant spatial congruence are associated with a 
‘Co’ symbol in green). In this framework, a significant 
spatial congruence between similar-looking OMUs pro-
vides evidence that this hypothesized ‘putative’ mimicry 
ring based on wing pattern similarity likely correspond 
to an ‘effective’ mimicry ring reflecting current positive 
ecological interactions in local communities supported 
by mimicry (Alexandrou et al., 2011; Sanders et al., 2006; 
Wilson et al., 2022).

Climatic niche similarity

Spatial congruence between phenotypically similar spe-
cies may only be partially due to non-climatic dispersal 
limits (Soberon & Peterson, 2005), but a similar climatic 
niche would indicate a potential for future increase in 
the spatial congruence of such species associated with 
enhanced mutualistic interactions in the context of 
Müllerian mimicry. Thus, to examine whether mimetic 
interactions have led to the similarity of realized cli-
matic niches between phenotypically similar species, 
thereby reinforcing their pattern of spatial congruence, 
we explored the relationship between mimetic turnover 
(i.e. pairwise IST) and climatic distances (i.e. Euclidian 
distances in a standardized multivariate climatic space 
formed by our four bioclimatic variables) between 
pairs of communities. First, we represented mimicry 
turnover and climatic diversity across all communities 
by projecting community pairwise distances (i.e. pair-
wise IST and Euclidean climatic distances) into three-
dimensional RGB colour spaces employing Nonmetric 
Multidimensional Scaling (NMDS; Figure  3). Second, 

we tested whether such mimicry turnover between com-
munities correlated with their climatic distances, hint-
ing at an association between mimicry rings and specific 
climatic niches. We randomly subsampled 1000 com-
munities in order to limit spatial autocorrelation and 
limit computation time. We applied partial Mantel tests 
and multiple regressions on distance matrices (MRM; 
Legendre et al., 1994) between pairwise IST and climatic 
distances taking into account a possible confounding 
effect of geographic distances (as in Chazot et al., 2014; 
Figure  4a–c). A significant positive correlation/effect 
means that communities undergoing similar climatic 
conditions display similar mimicry patterns, and vice 
versa. We performed these analyses a hundred times to 
ensure random subsampling of communities had no ef-
fect on the results (Tables S2 and S3).

To further investigate the similarity of realized cli-
matic niches of species within each putative mimicry 
ring, we performed a perMANOVA on species climatic 
niche optimum observed from occurrences (i.e. mean 
bioclimatic conditions at centroids), with the climatic 
space reduced to two dimensions after applying a phy-
logenetic PCA (pPCA; Revell,  2009) on the four initial 
climatic variables (Figure  4d). This analysis aimed to 
detect whether co-mimetic OMUs shared their climatic 
niche optimum more than expected at random. Small 
mimicry rings with less than 10 OMUs were discarded 
because of their small sample size, which limits statisti-
cal power. As a result, 23 mimicry rings out of 44 (52.3%) 
were retained for the analysis, encompassing 619 OMUs 
among the 719 represented on the phylogeny (86.1%; see 
Figure S4). We also conducted post hoc pairwise com-
parisons between pairs of mimicry rings. Finally, com-
plementarily to these analyses of niche dissimilarity 
based on distances between niche centroids, we explored 
differences in climatic niche overlap between co-mimetic 
OMUs (Figure S9, Table S4).

Climatic niche evolution

Spatial congruence and niche similarity within mimicry 
rings can be caused not only by adaptive convergence 
(selection favours increased overlap in range, and there-
fore increased similarity in climatic niche, more than 
predicted by phylogenetic relatedness), but also phyloge-
netic inertia (species inherit colour pattern and climatic 
niche associated with spatial range from their common 
ancestors). Thus, we further took into account the phy-
logeny in subsequent phylogenetic comparative analyses. 
First, we tested for the presence of phylogenetic signal 
in the evolution of both climatic niche and mimetic pat-
terns (Losos, 2008; see Figure S10, Table S5) on a phylog-
eny of the Ithomiini tribe (Chazot et al., 2019; Figure S1) 
that includes 339 species (85.6%) out of the 396 found 
in the clade. Then, we simulated the stochastic evolu-
tion of species mean bioclimatic conditions observed 
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from occurrences (i.e. climatic niches optimum) under 
the best fitting neutral macroevolutionary model: a 
Brownian Motion with an additional Pagel's λ parameter 
(λ = 0.408) to account for the intensity of the phylogenetic 
signal (see Table S6, Figure S11).

Next, we performed a phylogenetic MANOVA to test 
whether any pattern observed with the perMANOVA 
was due to shared ancestry or whether it was caused 
by evolutionary convergence of the niche associated 
with mimicry. This test compares Wilk's λ statistics of 
MANOVAs, which quantify the proportion of variance 
in the climatic niche optimum that is not explained by 
mimicry rings, obtained from the observed climatic 
niche optimum extracted from occurrences, with the null 
distribution of this statistic obtained from simulated cli-
matic niche optimum under the chosen neutral model of 
macroevolution. The p-value for this test corresponded 
to the probability of obtaining by chance a lower Wilk's 
λ statistic than the simulated values in the null distribu-
tion. As for the perMANOVA, small mimicry rings with 
less than 10 OMUs were discarded from the analysis be-
cause of their small sample size, which limits statistical 
power (see Figure S4).

Complementarily, we compared the observed pair-
wise mean climatic distance (i.e. Euclidean distances 
between niche centroids) between the niche optimum 
of co-mimetic OMUs standardized by the overall mean 
pairwise climatic distance across the entire tribe with 
the null distribution of that same statistic in our simula-
tions. A lower value than the simulated values in the null 
distribution would indicate that co-mimetic OMUs dis-
play more similar climatic niche optimum than expected 
under the sole effect of the phylogenetic signal. We con-
ducted this test for all co-mimics, and per putative mim-
icry ring (see Table S7).

RESU LTS

Müllerian mimicry shapes community 
composition

We tested whether species sharing similar wing patterns 
(i.e. putative co-mimetic species) present significantly 
congruent distribution patterns at large spatial scales 
in two ways. First, we found a significantly high global 
mimicry turnover, as assessed by IST based on number 
of species in mimicry rings (Hardy & Senterre,  2007), 
compared to values obtained from random permuta-
tions of mimetic patterns among OMUs (Figure  S5.A; 
IST obs  =  0.164, mean IST null  =  0.090, CI 95%  =  0.103 
and p ≤ 0.001). This result is consistent with a global spa-
tial clustering of phenotypically similar species within 
communities.

Second, we investigated whether phenotypically 
similar species tend to have similar spatial distribu-
tions, by examining whether the dissimilarity between 

the spatial distributions of OMUs was lower for co-
mimetic OMUs as in Figure 2. Overall, we found that 
phenotypically similar species exhibited significantly 
lower mean Bray–Curtis distances (i.e. spatial dissim-
ilarity) than expected at random (Figure  S5.B; Mean 
BC obs = 0.896 across all pairs of co-mimics, mean BC 
null  =  0.950, CI 5%  =  0.946 and p  ≤ 0.001). Likewise, 
when the analysis was repeated for each putative mim-
icry ring comprising at least two species, 33 mimicry 
rings out of the 39 for which the analysis could be per-
formed showed a significant pattern of spatial clus-
tering (Figure  1: mimicry rings associated with ‘Co’ 
symbol in green). The remaining six non-significant 
mimicry rings all had low species richness (i.e. N < 10, 
except for DOTO) which constrains the statistical 
power of the permutation tests. As such, the pattern of 
large-scale spatial congruence of phenotypically simi-
lar species appeared largely ubiquitous in all regions of 
the Neotropics, and most putative mimicry rings qual-
ify as effective mimicry rings depicting current mutu-
alistic interactions (Table S1).

Mimicry patterns correlate with species 
climatic niche

Mimicry turnover correlates with climatic 
distances across communities

To investigate whether species belonging to the same 
mimicry ring tend to have similar realized climatic niche, 
thereby enhancing their potential for spatial congruence, 
we examined whether communities experiencing similar 
climatic conditions tend to harbour a similar predicted 
composition in mimicry patterns. The maps of mimicry 
turnover (Figure 3a) and climate diversity (Figure 3b) tend 
to show qualitatively similar patterns, with broad regional 
distinctions between the Atlantic Forest, the Pampas, the 
Cerrado and Caatinga, the Amazon Basin, the Andes and 
Central America. Yet, the Andes appear as an important 
geographic barrier to dispersal, drawing sharp contrasts 
in term of mimicry composition between the two sides of 
Cordilleras (Figure  3a), while climate appears relatively 
similar between sides (Figure 3b). Furthermore, we tested 
whether mimicry turnover between predicted communi-
ties correlated with the climatic distances between these 
communities (see Tables S2 and S3). In all tests, pairwise 
IST (i.e. mimicry turnover between communities) was cor-
related with the pairwise climatic distance between com-
munities (Figure 4a: MRM: βobs = 0.367, Q95% = 0.023 
and p-value ≤0.001). Although pairwise IST was also 
correlated with geographic distance between communi-
ties (Figure 4b: MRM: βobs =  0.598, Q95% =  0.024 and 
p-value ≤0.001), the correlation between pairwise IST and 
pairwise climatic distance between communities persisted 
even when accounting for spatial distance (Figure  4c, 
Figure  S6.A: MRM: βobs  =  0.216, Q95%  =  0.027 and 
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p-value ≤0.001). All Mantel tests yielded results consistent 
with MRM (see Tables S2 and S3). Therefore, the signifi-
cant mimicry turnover across communities was partially 
explained by differences in local climatic conditions linked 
to a dissimilarity between the climatic niches of species 
across mimicry rings.

Species climatic niches are more similar within 
than between mimicry rings

We tested whether species' realized niches are more simi-
lar within than between mimicry rings, regardless of 
the origin of  the similarity/difference (i.e. convergent 
evolution or shared ancestry). We found a significant 
association between species climatic niches and their 
mimicry patterns (Figure 4d; perMANOVA: R2 = 0.416, 
Pseudo-F = 19.35 and p ≤ 0.001; Figure S6.B). Moreover, 
perMANOVA post hoc pairwise comparisons of  mim-
icry rings revealed that the vast majority of  mimicry 
ring pairs exhibited significantly different climatic 
niches (Figure S8: 186 out of  253 pairs [73.5%] with a 
p-value ≤0.001; 226 [89.3%] with a p-value lower than 
0.05). Complementary analyses based on climatic niche 
overlap rather than niche centroids led to similar results 
(Figure S9, Table S4).

Müllerian mimicry drives climatic niche 
convergence

In subsequent analyses, we built upon the phylog-
eny of the group (Chazot et al.,  2019) to disentangle 
the effects of shared ancestry and evolutionary con-
vergence in niche similarity among co-mimetic spe-
cies. We found a significant phylogenetic signal in the 
evolution of mimicry patterns: phenotypically simi-
lar species were significantly closer than expected by 
chance in the phylogeny (MPD obs = 34.43 My, mean 
MPD null = 37.16 My, CI 5% = 36.73 My, p ≤ 0.001; see 
Figure  S10.A, Table  S5 and Figure  S12). In parallel, 
we observed a weak but significant phylogenetic sig-
nal in the evolution of species climatic niche (Kmult 
obs = 0.120, mean Kmult null = 0.083, CI 95% = 0.110 and 
p = 0.013; see Figure S10.B). Therefore, the association 

we revealed between mimicry rings and climatic niche 
could be at least partly explained by common ances-
try (Losos,  2008). However, we found that the asso-
ciation between climatic niche and mimicry patterns 
was significantly stronger than expected given spe-
cies evolutionary relationships (Figure S7.A; phyloge-
netic MANOVA, Wilks' λ obs  =  0.271, mean Wilks' λ 
null = 0.899, CI 5% = 0.844 and p ≤ 0.001).

To further assess if climatic niches of co-mimetic 
species are more similar than expected from a process 
of neutral niche evolution, we computed the standard-
ized mean climatic distance (MCD) among co-mimetic 
species. The observed value was lower than expected 
under neutral evolution where climatic niche was al-
lowed to evolve on the phylogeny in any direction of 
the climatic space (Figure  S7.B; MCD obs  =  0.782, 
mean MCD null = 0.984, CI 5% = 0.959 and p ≤ 0.001), 
again suggesting an evolutionary association between 
mimicry and climatic niche that goes beyond the pat-
tern of niche similarity among co-mimetic species. 
Additionally, 32 out of 39 putative mimicry rings for 
which the analysis could be performed showed a sig-
nificant signal for convergence of the climatic niche 
(Figure 1: mimicry rings associated with ‘Cv’ symbol 
in blue; see Table  S7 for a detailed statistical sum-
mary). No mimicry ring showed a signal of divergence 
(i.e. MCD higher than expected under neutral climatic 
niche evolution). Altogether, most mimicry rings (29 
out of 44 = 65.9%) exhibited both species spatial con-
gruence and climatic niche convergence all across the 
Neotropics (Figure 1).

DISCUSSION

In this study, we investigated the impact of positive in-
teractions on the composition of species assemblages 
and the evolution of species climatic niche in a diverse 
clade of Neotropical butterflies. We showed that in-
traguild mutualistic interactions, specifically Müllerian 
mimicry, drive the large-scale spatial association of in-
teracting species and channel the convergence of spe-
cies climatic niche across lineages. As such, we showed 
that the effects of mimicry can outweigh both common 
ancestry, which promotes similarity among related 

F I G U R E  4   Association between climate and mimicry patterns: mimicry turnover explained by climatic and geographic distances across 
pairs of communities (a–c) relates to the segregation of species climatic niche between mimicry rings (d). Scatter plots display relationship 
between mimicry turnover and climatic and geographical distances across pairs of communities for a random sample of 1000 distances 
among the 499,500 distances computed for clarity. ρ = Spearman's rho coefficient for non-parametric correlation associated with p-value 
from Mantel tests with 999 permutations. βobs = β-coefficient from multiple regression on distance matrices (MRM) with 999 permutations; 
Q95% = quantile used as threshold for right-tailed significance tests. (a) Mimicry turnover (pairwise IST) correlates with climatic distances. 
(b) Mimicry turnover (pairwise IST) correlates with geographic distances. (c) Mimicry turnover (pairwise IST) correlates with climatic 
distances after accounting for the effect of geographic distance. (d) Ordination of species bioclimatic optimum for the five richest mimicry 
rings in the reduced climatic space resulting from a pPCA (Revell, 2009). AGNOSIA = 74 species (in black); LERIDA = 63 species (in green); 
MAMERCUS = 56 species (in orange); HERMIAS = 47 species (in blue); BANJANA-M = 43 species (in red). Grey dots represent species 
belonging to other mimicry rings. Tvar = Temperature seasonality; Hvar = Specific humidity seasonality; Hmean = Mean specific humidity; 
Tmean = Mean temperature. Ellipses represent normal probability contours (quantile = 0.8) for each mimicry ring.
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species, and potential competition within ecological 
guilds, which would promote divergence, thereby af-
fecting the global distribution of a highly diverse group 
at large spatial scales.

From large-scale spatial congruence to fine-
scale ecological dimensions

Traditionally, community ecology and biogeography 
have focused on the interplay between antagonistic inter-
actions such as competition and predation, and common 
ancestry, to explain community structure and macroeco-
logical patterns of biodiversity (Brown & Maurer, 1989; 
Cardillo, 2011; Pianka, 1981; Webb et al., 2002). Under 
this paradigm, the importance of positive interactions 
for shaping large-scale species distribution patterns has 
remained largely overlooked, despite a growing litera-
ture calling attention to their significance for structur-
ing species assemblages and maintaining stability and 
diversity at the community level (Bastolla et al.,  2009; 
Hale et al., 2020; Pascual-García & Bastolla, 2017). As 
a case study of the effects of intraguild mutualism, we 
showed here that phenotypically similar ithomiine spe-
cies co-occur at large spatial scales more often than 
expected by chance. This result comforts the idea that 
similarity of aposematic patterns in ithomiine butter-
flies largely arose through adaptive convergence induced 
by Müllerian mimicry. As such, positive interactions, 
in this case Müllerian mimicry, could outweigh poten-
tial effects of competition, notably the geographical 
overdispersion of phylogenetically close and ecologi-
cally similar species (Kunte, 2008; Pianka, 1981; Webb 
et al., 2002). Co-occurrence among phenotypically simi-
lar species of Ithomiini has already been documented at 
smaller scales, across microhabitats (Beccaloni,  1997b; 
DeVries et al.,  1999; Elias et al.,  2008; Hill,  2010; 
Willmott et al., 2017) and altitudinal gradients (Chazot 
et al., 2014). Here, we showed that this pattern extends 
to the entire Ithomiini clade, over its global distribution 
across the Neotropics, supporting the idea that positive 
interactions can strongly affect the global spatial distri-
bution patterns of entire diverse groups. Our study pro-
vides new empirical evidence at a macroecological scale 
for the validity of the oldest mathematical model of evo-
lution, namely Müller's prediction of local convergence 
in warning patterns among toxic aposematic species 
(Müller, 1879).

Our findings further revealed that mutualistic inter-
actions can lead to the convergence of climatic niches 
among co-mimetic species, thereby enhancing co-
occurrence, and potentially supporting high community 
diversity (Gross, 2008). In turn, enhanced co-occurrence 
among phenotypically similar species also potentially in-
creases competition for local resources. Theoretical mod-
els showed that while co-mimetic species are expected to 
use the same trophic resources when these resources are 

highly segregated across microhabitats, they are instead 
expected to partition their diet when multiple types of 
resources are available in their shared microhabitat, 
thereby lessening the negative effects of competition for 
resources (Aubier & Elias, 2020). These predictions are 
partly confirmed in the field, where co-mimetic species 
sometimes use the same larval host plants, but in other 
cases do not (Willmott & Mallet,  2004). At these finer 
scales, mutualistic interactions can therefore still drive 
convergence, especially in ecological dimensions that fa-
vour co-occurrence in the eyes of predators. For example, 
communities of habitat-specialist predators that select 
locally for different optimal warning signals can induce 
the segregation of mimicry rings across microhabitats 
(Birskis-Barros et al.,  2021; Willmott et al.,  2017). This 
fine-scale structuring helps explain the apparent paradox 
of high local mimicry richness (Joron & Mallet,  1998), 
with eight or more ithomiine mimicry rings co-occurring 
in west Amazonian communities (Doré et al., 2022), in 
the context of Müllerian mimicry predictions of local 
convergence in colour patterns (Gompert et al., 2011).

Beyond the emblematic case of ithomiine butterflies 
and Müllerian mimicry, the opposite effects of intragu-
ild positive and negative interactions are found in other 
biological systems, at multiple spatial scales. For in-
stance, co-mimetic catfish species tend to co-occur at 
the scale of large river basins, while at local scales diet 
partitioning, coupled with morphological dissimilarity, 
appear to be the main factors structuring species assem-
blages (Alexandrou et al., 2011). Likewise, plants that at-
tract similar pollinators benefit from co-occurrence and 
facilitative interactions (Moeller, 2004), and may demon-
strate convergence for attractive scents and floral mor-
phology (Kantsa et al., 2017; Thomson & Wilson, 2008), 
while they can also present different mechanisms for 
pollen deposition (Huang & Shi,  2013) and contrasted 
phenologies (Armbruster & Herzig, 1984) that limit re-
productive interference.

Altogether, the interplay between positive and nega-
tive intraguild interactions on community structure and 
trait evolution may have different outcomes at different 
spatial scales. At large scales, we found that convergence 
in climatic niche, strengthening the spatial congruence of 
the distributions of mutualistic species, seems favoured. 
At fine scales, the similarity of species' ecological niches 
may depend on whether the benefits of mutualistic inter-
actions outweigh the effects of competition that other-
wise promote niche partitioning.

A scenario for niche convergence in mutualistic 
communities

Our results hint for an adaptive association between 
climatic niche and mimicry patterns in Ithomiini spe-
cies, thereby reinforcing the local co-occurrence of mu-
tualistic species. Indeed, species harbouring the same 
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mimicry pattern benefit from evolving towards similar 
climatic niches, since this often results in increased spa-
tial overlap and exposure to the same suite of predators 
within communities (Sherratt, 2006). However, a pattern 
of niche similarity within mimicry rings could actually 
arise from the opposite mechanism: species with a simi-
lar climatic niche and living at least partly in sympatry 
are expected to undergo convergence in their aposematic 
patterns (Müller, 1879). Both adaptive mechanisms likely 
act together, as suggested by modelling approaches 
(Gompert et al., 2011).

A plausible scenario involves an initial partial cli-
matic and spatial overlap of species niches, perhaps 
guided by the spatial congruence of their respective 
host plants (Figure  5; Step 1: Initial partial overlap). 
Thus, in the context of Müllerian mimicry, one may 

expect those species to converge towards one mim-
icry pattern, at least in the area of distribution overlap 
(Figure  5; Step 2: Pattern convergence). Next, the ex-
pansion of the range of each species towards areas oc-
cupied by co-mimetic species (potentially harbouring 
different climatic conditions) will be facilitated, since 
these new areas offer an increased protection against 
predators, compared to areas where co-mimics are ab-
sent (Kapan, 2001; Figure 5; Step 3: Niche expansion). 
Meanwhile, populations retaining the ancestral pat-
tern, where the co-mimetic partner is absent, experience 
weaker protection from predators and may sometimes 
go extinct (Mallet & Barton,  1989; Langham,  2004; 
Figure 5; Step 4a: Niche thinning). Alternatively, these 
populations may persist to result in the generation of 
a polymorphic species with two independent sets of 

F I G U R E  5   Scenarios for niche convergence between co-mimetic species. Five steps to reach spatial and environmental overlap between 
co-mimetic species leading to the predator-driven adaptive association of environmental niche and mimicry pattern. Scenario A involves the 
extinction of non-mimetic populations and the convergence of two monomorphic species. Scenario B involves the generation of a polymorphic 
species leading to speciation. Strictly, instead of convergence these scenarios describe the likely more frequent case of advergence (Mallet, 1999) 
since the lineage in blue, then green, starts with CONFUSA pattern and adverges to MOTHONE pattern, while the species in red starts with 
MOTHONE pattern and maintains it over time.
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mimetic individuals (i.e. Operational Mimicry Units 
(OMUs) as in Doré et al., 2022; Figure 5; Step 4b: Niche 
partitioning). This coexistence generates a spatial mo-
saic of aposematic patterns bordered by suture zones 
where hybrids are counter-selected by predation from 
naïve predators (Mallet & Barton, 1989; Sherratt, 2006; 
Thompson, 2005). Conveniently, this scenario explains 
the relatively high prevalence of polymorphism in mu-
tualistic systems, with several OMUs per species. In 
the long run, these OMUs may diverge enough to be 
considered as separated species (Figure  5; Step 5b: 
Speciation) and fuel the high diversity typically ob-
served in mutualistic clades (Aubier et al., 2017; Joron 
& Mallet, 1998; Motyka et al., 2021). Either way, the dis-
tributions of the mimetic populations of the species will 
gradually increase in overlap, leading to the conver-
gence of climatic niches (Figure 5; Step 5a and 5b: Final 
overlap). Therefore, both mechanisms of colour pattern 
and niche convergence likely act jointly to generate the 
adaptive association of species climatic niche and mim-
icry patterns we detected for ithomiine butterflies.

Consequences for mutualistic systems in the 
context of global change

The power of mimicry to shape large-scale community 
composition and drive species climatic niche conver-
gence illustrates the importance of intraguild mutualis-
tic interactions in shaping both the ecology and evolution 
of interacting species. In the context of global changes, 
the fate of those mutualistic communities is even more 
uncertain due to the positive nature of their interactions. 
Indeed, climate change and habitat loss force species to 
migrate at unprecedented rates to follow their climatic 
niches (Boeye et al.,  2013; Pearson,  2006). Mutualistic 
partners may adapt differently, at different rates, or 
even impede their respective migration rates (Brooker 
et al.,  2007; Svenning et al.,  2014). Such effects may 
quickly lead to community disassembly and the loss of 
the positive mimetic interactions, especially in tropical 
mountainous regions (Sheldon et al., 2011; Uehara-Prado 
& Freitas, 2009), where distribution ranges are often nar-
row and most Ithomiini diversity is found (Figure S3).

Mutualistic communities are particularly sensitive 
to community disassembly because of the long-standing 
history of co-evolution and interdependency between 
co-occurring species (Toby Kiers et al., 2010). They are 
more prone to extinction cascades, since the local dis-
appearance of a species can weaken the network of mu-
tualistic interactions supporting their robustness and 
resilience to perturbations (Dunn et al.,  2009; Vidal 
et al., 2019). Even if climatic niche similarity between 
interacting partners, such as co-mimetic species, may 
limit community disassembly to a certain extent by al-
lowing congruent dispersal trajectories in the face of 
climate change, climatic niche overlap is hardly ever 

complete (Figure  S9, Table  S4). Moreover, despite 
relatively similar climatic niche optima, tolerance to 
climate change and extremes, as well as species dis-
persal abilities, may still differ among species, limit-
ing opportunities for co-dispersal trajectories. Finally, 
the effects of climate change on biotic factors that af-
fect local abundance, such as hostplants (Willmott & 
Mallet, 2004) and parasitoids (Gentry, 1998) in the case 
of Ithomiini butterflies, may also differ among inter-
acting species.

Altogether, mutualistic communities form tightly 
co-evolved assemblages tied by positive interactions, 
making them particularly vulnerable to global envi-
ronmental changes (Tylianakis et al., 2008). Our results 
stress the need to include species interactions, illus-
trated here by Müllerian mimicry, in the framework of 
macroecological and global change studies, as well as 
in species distribution modelling and conservation as-
sessments (Brooker et al., 2007; Staniczenko et al., 2017; 
Toby Kiers et al., 2010; Tylianakis et al., 2010; Windsor 
et al., 2023).

AU T HOR CON TR I BU T IONS
Maël Doré and Marianne Elias conceived the study and 
designed the analyses. Marianne Elias, Keith Willmott 
and André V. L. Freitas provided occurrence data. Maël 
Doré carried out the analyses and led the article writing. 
All authors critically contributed to the article draft and 
gave final approval for publication.

ACK NO​W LE​DGE​M EN TS
We gratefully thank all the researchers, field assistants, 
technicians and students who were involved in the col-
lection of the occurrence data from which we predicted 
our community composition. The authors certify that 
they have no affiliations with or involvement in any 
organization or entity with any financial interest, or 
non-financial interest in the subject matter or mate-
rials discussed in this article. MD is financed by the 
French Ministry of Research (MESRI). ME acknowl-
edges funding by the ANR grant CLEARWING (ANR-
16-CE02-0012), a Human Frontier Science Program 
grant (RGP0014/2016), a Leverhulme Trust grant and 
an ATIP grant. KRW thanks S. Nogales, the INABIO 
and Ecuadorian Ministerio del Ambiente for arrang-
ing permits for research in Ecuador, most recently 
under the project ‘Diversity and Biology of Lepidoptera 
in Ecuador’ (No. 006-19 IC-FLO-FAU-DNB/MA), 
and the Leverhulme Trust, the Darwin Initiative, the 
FLMNH Museum Associates, the National Geographic 
Society (Research and Exploration Grant # 5751-96) 
and NSF (# 0103746, #0639977, #0639861, #0847582 
and #1256742). AVLF thanks FAPESP (2012/50260-6, 
2013/50297-0 and 2021/03868-8), the Conselho Nacional 
de Desenvolvimento Científico e Tecnológico Pq-1A 
grant (CNPq 304291/2020-0), RedeLep-SISBIOTA-
Brasil/CNPq (563332/2010-7) and NSF (DEB 1256742). 



      |  13DORÉ et al.

Brazilian butterfly species are registered under SISGEN 
(ADF1F75).

F U N DI NG I N FOR M AT ION
Agence Nationale de la Recherche, Grant/Award 
Number: CLEARWING (ANR-16-CE02-0012); ATIP; 
Conselho Nacional de Desenvolvimento Científico e 
Tecnológico, Grant/Award Number: CNPq 304291/2020-
0; Darwin Initiative; FLMHN Museum Associates; 
French Ministry of Research (MENSR), Grant/Award 
Number: PhD Grant in Doctoral School 227; Fundação 
de Amparo à Pesquisa do Estado de São Paulo, Grant/
Award Number: 2012/50260-62013/50297-02021/0386
8-8; Human Frontier Science Program, Grant/Award 
Number: RGP0014/2016; INABIO & Ecuadorian 
Ministerio del Ambiente; Leverhulme Trust; National 
Geographic Society, Grant/Award Number: 5751-96; 
NSF, Grant/Award Number: 01037460639977063986108
475821256742; RedeLep-SISBIOTA-Brasil, Grant/Award 
Number: CNPq 563332/2010-7

PEER R EV I EW
The peer review history for this article is available at 
https://www.webof​scien​ce.com/api/gatew​ay/wos/peer-
revie​w/10.1111/ele.14198.

OPEN R E SEA RCH BA DGE S

This article has earned an Open Data badge for making 
publicly available the digitally-shareable data necessary 
to reproduce the reported results. The data is available at 
https://doi.org/10.5281/zenodo.7643679.

DATA AVA I LA BI LI T Y STAT EM EN T
All R scripts used to conduct the analyses and generate 
the figures are available on GitHub (https://github.com/
MaelD​ore/ithom​iini_conve​rgence) and Zenodo (https://
doi.org/10.5281/zenodo.6277769). Occurrences data, 
maps of the distribution of Operational Mimicry Units 
(OMUs) and species, and mimicry classification used in 
this study are available from Zenodo (Occurrences data: 
https://doi.org/10.5281/zenodo.4696055; Distribution 
maps: https://doi.org/10.5281/zenodo.4673446; Mimicry 
classification: https://doi.org/10.5281/zenodo.5497876). 
All results reported in this article can be reproduced 
with the scripts and data provided.

ORCI D
Maël Doré   https://orcid.org/0000-0003-3242-9242 
Nicolas Chazot   https://orcid.org/0000-0002-5237-8043 

R E F ER E NC E S
Alexandrou, M.A., Oliveira, C., Maillard, M., McGill, R.A.R., 

Newton, J., Creer, S. et al. (2011) Competition and phylogeny de-
termine community structure in Müllerian co-mimics. Nature, 
469, 84–89.

Armbruster, W.S. & Herzig, A.L. (1984) Partitioning and shar-
ing of pollinators by four sympatric species of Dalechampia 
(Euphorbiaceae) in Panama. Annals of the Missouri Botanical 
Garden, 71, 1.

Aubier, T.G. & Elias, M. (2020) Positive and negative interactions 
jointly determine the structure of Müllerian mimetic communi-
ties. Oikos, 129, 983–997.

Aubier, T.G., Elias, M., Llaurens, V. & Chazot, N. (2017) Mutualistic 
mimicry enhances species diversification through spatial segre-
gation and extension of the ecological niche space. Evolution, 71, 
826–844.

Barnagaud, J., Barbet-massin, M., Le Viol, I., Devictor, V., Jiguet, 
F. & Archaux, F. (2012) Relating habitat and climatic niches in 
birds. PLoS ONE, 7, 1–10.

Bascompte, J. & Jordano, P. (2007) Plant-animal mutualistic net-
works: the architecture of biodiversity. Annual Review of Ecology, 
Evolution, and Systematics, 38, 567–593.

Bastolla, U., Fortuna, M.A., Pascual-García, A., Ferrera, A., Luque, 
B. & Bascompte, J. (2009) The architecture of mutualistic net-
works minimizes competition and increases biodiversity. Nature, 
458, 1018–1020.

Beauchamp, G. (2004) Reduced flocking by birds on islands with re-
laxed predation. Proceedings of the Royal Society B: Biological 
Sciences, 271, 1039–1042.

Beccaloni, G.W. (1997a) Ecology, natural history and behaviour of 
Ithomiine butterflies and their mimics in Ecuador. Tropical 
Lepidoptera Research, 8, 103–124.

Beccaloni, G.W. (1997b) Vertical stratification of ithomiine butterfly 
(Nymphalidae: Ithomiinae) mimicry complexes: the relation-
ship between adult flight height and larval host-plant height. 
Biological Journal of the Linnean Society, 62, 313–341.

Beccaloni, G.W., Viloria, A.L., Hall, S.K. & Robinson, G.S. (2008) 
Catalogue of the hostplants of the Neotropical butterflies. 
Zaragoza, Spain: Sociedad Entomológica Aragonesa.

Birskis-Barros, I., Freitas, A.V.L. & Guimarães, P.R. (2021) Habitat 
generalist species constrain the diversity of mimicry rings in het-
erogeneous habitats. Scientific Reports, 11, 5072.

Boeye, J., Travis, J.M.J., Stoks, R. & Bonte, D. (2013) More rapid cli-
mate change promotes evolutionary rescue through selection 
for increased dispersal distance. Evolutionary Applications, 6, 
353–364.

Bray, J.R. & Curtis, J.T. (1957) An ordination of the upland forest 
communities of southern Wisconsin. Ecological Monographs, 27, 
325–349.

Broennimann, O., Fitzpatrick, M., Pearman, P., Petitpierre, B., 
Pellissier, L., Yoccoz, N.G. et al. (2012) Measuring ecological 
niche overlap from occurrence. Global Ecology and Biogeography, 
21(4), 481–497.

Brooker, R.W., Maestre, F.T., Callaway, R.M., Lortie, C.L., Cavieres, 
L.A., Kunstler, G. et al. (2008) Facilitation in plant communi-
ties: the past, the present, and the future. Journal of Ecology, 96, 
18–34.

Brooker, R.W., Travis, J.M.J., Clark, E.J. & Dytham, C. (2007) 
Modelling species' range shifts in a changing climate: the im-
pacts of biotic interactions, dispersal distance and the rate of 
climate change. Journal of Theoretical Biology, 245, 59–65.

Brown, J.H. & Maurer, B.A. (1989) Macroecology: the division of 
food and space among species on continents. Science, 243, 
1145–1150.

Brown, K.S., Jr. (1984) Adult obtained pyrrolizidine alkaloids defend 
ithomiine butterflies against a spider predator. Nature, 309, 
707–709.

Brown, K.S., Jr. (1988) Mimicry, aposematism and crypsis in neotrop-
ical Lepidoptera: the importance of dual signals. Bulletin de la 
Société Zoologique de France, 113, 83–101.

Brown, K.S., Jr. & Benson, W.W. (1974) Adaptive polymorphism as-
sociated with multiple Müllerian mimicry in Heliconius numata. 
Biotropica, 6, 205–228.

https://www.webofscience.com/api/gateway/wos/peer-review/10.1111/ele.14198
https://www.webofscience.com/api/gateway/wos/peer-review/10.1111/ele.14198
https://doi.org/10.5281/zenodo.7643679
https://github.com/MaelDore/ithomiini_convergence
https://github.com/MaelDore/ithomiini_convergence
https://doi.org/10.5281/zenodo.6277769
https://doi.org/10.5281/zenodo.6277769
https://doi.org/10.5281/zenodo.4696055
https://doi.org/10.5281/zenodo.4673446
https://doi.org/10.5281/zenodo.5497876
https://orcid.org/0000-0003-3242-9242
https://orcid.org/0000-0003-3242-9242
https://orcid.org/0000-0002-5237-8043
https://orcid.org/0000-0002-5237-8043


14  |      NICHE CONVERGENCE IN ITHOMIINE BUTTERFLIES

Brown, W.L.J. & Wilson, E.O. (1956) Character displacement. 
Systematic Zoology, 5, 49–64.

Bruno, J.F., Stachowicz, J.J. & Bertness, M.D. (2003) Inclusion of fa-
cilitation into ecological theory. Trends in Ecology & Evolution, 
18, 119–125.

Cardillo, M. (2011) Phylogenetic structure of mammal assemblages at 
large geographical scales: linking phylogenetic community ecol-
ogy with macroecology. Philosophical Transactions of the Royal 
Society, B: Biological Sciences, 366, 2545–2553.

Castro-Insua, A., Gómez-Rodríguez, C., Wiens, J.J. & Baselga, A. 
(2018) Climatic niche divergence drives patterns of diversifica-
tion and richness among mammal families. Scientific Reports, 
8, 1–12.

Chazot, N., Willmott, K.R., Lamas, G., Freitas, A.V.L., Piron-
Prunier, F., Arias, C.F. et al. (2019) Renewed diversification fol-
lowing Miocene landscape turnover in a Neotropical butterfly 
radiation. Global Ecology and Biogeography, 28, 1118–1132.

Chazot, N., Willmott, K.R., Santacruz Endara, P.G., Toporov, A., 
Hill, R.I., Jiggins, C.D. et al. (2014) Mutualistic mimicry and fil-
tering by altitude shape the structure of Andean butterfly com-
munities. The American Naturalist, 183, 26–39.

Crowley, P.H. & Cox, J.J. (2011) Intraguild mutualism. Trends in 
Ecology & Evolution, 26, 627–633.

Dayan, T. & Simberloff, D. (2005) Ecological and community-wide 
character displacement: the next generation. Ecology Letters, 8, 
875–894.

DeVries, P.J., Lande, R. & Murray, D. (1999) Associations of co-
mimetic ithomiine butterflies on small spatial and tempo-
ral scales in a neotropical rainforest. Biological Journal of the 
Linnean Society, 67, 73–85.

Doré, M., Willmott, K., Leroy, B., Chazot, N., Mallet, J., Freitas, 
A.V.L. et al. (2022) Anthropogenic pressures coincide with 
Neotropical biodiversity hotspots in a flagship butterfly group. 
Diversity and Distributions, 28(12), 2912–2930.

Drummond, B.A., III & Brown, K.S., Jr. (1987) Ithomiinae 
(Lepidoptera: Nymphalidae): summary of known larval food 
plants. Annals of the Missouri Botanical Garden, 74, 341.

Dumbacher, J.P. & Fleischer, R.C. (2001) Phylogenetic evidence for 
colour pattern convergence in toxic pitohuis: Müllerian mimicry 
in birds? Proceedings of the Royal Society B: Biological Sciences, 
268, 1971–1976.

Dunn, R.R., Harris, N.C., Colwell, R.K., Koh, L.P. & Sodhi, N.S. 
(2009) The sixth mass coextinction: are most endangered species 
parasites and mutualists? Proceedings of the Royal Society B: 
Biological Sciences, 276, 3037–3045.

Elias, M., Gompert, Z., Jiggins, C. & Willmott, K. (2008) Mutualistic 
interactions drive ecological niche convergence in a diverse but-
terfly community. PLoS Biology, 6, 2642–2649.

Elias, M., Gompert, Z., Willmott, K. & Jiggins, C. (2009) Phylogenetic 
community ecology needs to take positive interactions into ac-
count: insights from colorful butterflies. Communicative & 
Integrative Biology, 2, 113–116.

Gentry, G.L. (1998) Mutualistic interactions between parasitoids and 
a Neotropical Extrafloral nectary Plant in the Solanaceae. Los 
Angeles: University of California.

Gompert, Z., Willmott, K. & Elias, M. (2011) Heterogeneity in preda-
tor micro-habitat use and the maintenance of Müllerian mimetic 
diversity. Journal of Theoretical Biology, 281, 39–46.

Gouveia, S.F., Hortal, J., Tejedo, M., Duarte, H., Cassemiro, F.A.S., 
Navas, C.A. et al. (2014) Climatic niche at physiological and 
macroecological scales: the thermal tolerance-geographical 
range interface and niche dimensionality. Global Ecology and 
Biogeography, 23, 446–456.

Gross, K. (2008) Positive interactions among competitors can produce 
species-rich communities. Ecology Letters, 11, 929–936.

Guimarães, P.R., Jordano, P. & Thompson, J.N. (2011) Evolution and 
coevolution in mutualistic networks. Ecology Letters, 14, 877–885.

Guimarães, P.R., Pires, M.M., Jordano, P., Bascompte, J. & 
Thompson, J.N. (2017) Indirect effects drive coevolution in mu-
tualistic networks. Nature, 550, 511–514.

Hale, K.R.S., Valdovinos, F.S. & Martinez, N.D. (2020) Mutualism 
increases diversity, stability, and function of multiplex net-
works that integrate pollinators into food webs. Nature 
Communications, 11, 2182.

Hardy, O.J. & Senterre, B. (2007) Characterizing the phylogenetic 
structure of communities by an additive partitioning of phyloge-
netic diversity. Journal of Ecology, 95, 493–506.

Hill, R.I. (2010) Habitat segregation among mimetic ithomiine butter-
flies (Nymphalidae). Evolutionary Ecology, 24, 273–285.

Hof, C., Rahbek, C. & Araújo, M.B. (2010) Phylogenetic signals in the 
climatic niches of the world's amphibians. Ecography (Cop.)., 33, 
242–250.

Hoyal Cuthill, J.F., Guttenberg, N., Ledger, S., Crowther, R. & 
Huertas, B. (2019) Deep learning on butterfly phenotypes tests 
evolution's oldest mathematical model. Science Advances, 5(8), 
eaaw4967.

Huang, S.Q. & Shi, X.Q. (2013) Floral isolation in Pedicularis: how do 
congeners with shared pollinators minimize reproductive inter-
ference? The New Phytologist, 199, 858–865.

Hutchinson, G.E. (1957) Population studies—animal ecology 
and demography—concluding remarks. Cold Spring Harbor 
Symposia on Quantitative Biology, 22, 415–427.

Joron, M. & Mallet, J.L.B. (1998) Diversity in mimicry: paradox or 
paradigm? Trends in Ecology & Evolution, 13, 461–466.

Kantsa, A., Raguso, R.A., Dyer, A.G., Sgardelis, S.P., Olesen, J.M. & 
Petanidou, T. (2017) Community-wide integration of floral co-
lour and scent in a Mediterranean scrubland. Nature Ecology & 
Evolution, 1, 1502–1510.

Kapan, D.D. (2001) Three-butterfly system provides a field test of 
müllerian mimicry. Nature, 409, 338–340.

Kozak, K.H. & Wiens, J.J. (2010) Accelerated rates of climatic-niche 
evolution underlie rapid species diversification. Ecology Letters, 
13, 1378–1389.

Kraft, N.J.B., Cornwell, W.K., Webb, C.O. & Ackerly, D.D. (2007) 
Trait evolution, community assembly, and the phylogenetic 
structure of ecological communities. The American Naturalist, 
170, 271–283.

Kunte, K. (2008) Competition and species diversity: removal of domi-
nant species increases diversity in costa Rican butterfly commu-
nities. Oikos, 117, 69–76.

Langham, G.M. (2004) Specialized avian predators repeatedly at-
tack novel color morphs of Heliconius butterflies. Evolution, 58, 
2783–2787.

Legendre, P., Lapointe, F.-J. & Casgrain, P. (1994) Modeling brain 
evolution from behavior: a permutational regression approach. 
Evolution, 48, 1487–1499.

Losos, J.B. (2008) Phylogenetic niche conservatism, phylogenetic 
signal and the relationship between phylogenetic relatedness 
and ecological similarity among species. Ecology Letters, 11, 
995–1003.

Mallet, J. (1999) Causes and consequences of a lack of coevolution in 
Müllerian mimicry. Evolutionary Ecology, 13, 777–806.

Mallet, J. & Barton, N.H. (1989) Strong natural selection in a warning-
color hybrid zone. Evolution, 43, 421.

Mallet, J. & Gilbert, L.E. (1995) Why are there so many mimicry 
rings? Correlations between habitat, behaviour and mimicry in 
Heliconius butterflies. Biological Journal of the Linnean Society, 
55, 159–180.

McClure, M., Clerc, C., Desbois, C., Meichanetzoglou, A., 
Cau, M., Bastin-Héline, L. et al. (2019) Why has transpar-
ency evolved in aposematic butterf lies? Insights from the 
largest radiation of aposematic butterf lies, the Ithomiini. 
Proceedings of the Royal Society B: Biological Sciences, 
286(1901), 20182769.



      |  15DORÉ et al.

Millennium Ecosystem Assessment. (2005) Ecosystems and human 
well-being: synthesis. Washington, DC: Island Press.

Moeller, D.A. (2004) Facilitative interactions among plants via shared 
pollinators. Ecology, 85, 3289–3301.

Motyka, M., Kusy, D., Masek, M., Bocek, M., Li, Y. & Bilkova, R. 
(2021) Conspicuousness, phylogenetic structure, and origins of 
Müllerian mimicry in 4000 lycid beetles from all zoogeographic 
regions. Scientific Reports, 11, 1–19.

Mougi, A. & Kondoh, M. (2012) Diversity of interaction types and 
ecological community stability. Science, 337, 349–351.

Müller, F. (1879) Ituna and Thyridia; a remarkable case of mimicry in 
butterflies. Transactions of the Entomological Society of London, 
1879, xx–xxix.

Muñoz-Ramírez, C.P., Bitton, P.-P., Doucet, S.M. & Knowles, L.L. (2016) 
Mimics here and there, but not everywhere: Müllerian mimicry in 
Ceroglossus ground beetles? Biology Letters, 12, 20160429.

Newman, E., Manning, J. & Anderson, B. (2014) Matching floral and 
pollinator traits through guild convergence and pollinator eco-
type formation. Annals of Botany, 113, 373–384.

Nuismer, S.L., Jordano, P. & Bascompte, J. (2013) Coevolution and 
the architecture of mutualistic networks. Evolution, 67, 338–354.

O'Brien, A.M., Jack, C.N., Friesen, M.L. & Frederickson, M.E. (2021) 
Whose trait is it anyways? Coevolution of joint phenotypes and 
genetic architecture in mutualisms. Proceedings of the Royal 
Society B: Biological Sciences, 288(1942).

Oksanen, J.F., Blanchet, G., Friendly, M., Kindt, R., Legendre, P., 
McGlinn, D. et al. (2019) Vegan: community ecology package.

Okuyama, T. & Holland, J.N. (2008) Network structural proper-
ties mediate the stability of mutualistic communities. Ecology 
Letters, 11, 208–216.

Papageorgis, C. (1975) Mimicry in Neotropical butterflies. American 
Scientist, 63, 522–532.

Pascual-García, A. & Bastolla, U. (2017) Mutualism supports 
biodiversity when the direct competition is weak. Nature 
Communications, 8, 14326.

Pearson, R.G. (2006) Climate change and the migration capacity of 
species. Trends in Ecology & Evolution, 21, 111–113.

Pianka, E.R. (1981) Competition and niche theory. In: May, R.M. 
(Ed.) Theoretical ecology: principles and applications. Oxford, 
Sunderland, MA: Blackwell.

Revell, L.J. (2009) Size-correction and principal components for in-
terspecific comparative studies. Evolution, 63, 3258–3268.

Rolland, J., Silvestro, D., Schluter, D., Guisan, A., Broennimann, 
O. & Salamin, N. (2018) The impact of endothermy on the cli-
matic niche evolution and the distribution of vertebrate diversity. 
Nature Ecology and Evolution, 2, 459–464.

Sakai, S. (2002) General flowering in lowland mixed dipterocarp for-
ests of south-East Asia. Biological Journal of the Linnean Society, 
75, 233–247.

Sanders, K.L., Malhotra, A. & Thorpe, R.S. (2006) Evidence for a 
Müllerian mimetic radiation in Asian pitvipers. Proceedings of 
the Royal Society B: Biological Sciences, 273, 1135–1141.

Schulz, S., Beccaloni, G., Brown, K.S., Boppré, M., Freitas, A.V.L., 
Ockenfels, P. et al. (2004) Semiochemicals derived from pyr-
rolizidine alkaloids in male ithomiine butterflies (Lepidoptera: 
Nymphalidae: Ithomiinae). Biochemical Systematics and 
Ecology, 32, 699–713.

Sheldon, K.S., Yang, S. & Tewksbury, J.J. (2011) Climate change and 
community disassembly: impacts of warming on tropical and 
temperate montane community structure. Ecology Letters, 14, 
1191–1200.

Sherratt, T.N. (2006) Spatial mosaic formation through frequency-
dependent selection in Müllerian mimicry complexes. Journal of 
Theoretical Biology, 240, 165–174.

Sherratt, T.N. (2008) The evolution of Müllerian mimicry. 
Naturwissenschaften, 95, 681–695.

Soberón, J. & Nakamura, M. (2009) Niches and distributional 
areas: concepts, methods, and assumptions. Proceedings of the 

National Academy of Sciences of the United States of America, 
106, 19644–19650.

Soberon, J. & Peterson, A.T. (2005) Interpretation of models of fun-
damental ecological niches and Species' distributional areas. 
Biodiversity Informatics, 2, 3392–3396.

Staniczenko, P.P.A., Sivasubramaniam, P., Suttle, K.B. & Pearson, 
R.G. (2017) Linking macroecology and community ecology: re-
fining predictions of species distributions using biotic interac-
tion networks. Ecology Letters, 20, 693–707.

Stensland, E., Angerbjörn, A. & Berggren, P. (2003) Mixed species 
groups in mammals. Mammal Review, 33, 205–223.

Svenning, J.C., Gravel, D., Holt, R.D., Schurr, F.M., Thuiller, W., 
Münkemüller, T. et al. (2014) The influence of interspecific in-
teractions on species range expansion rates. Ecography (Cop.)., 
37, 1198–1209.

Symula, R., Schulte, R. & Summers, K. (2001) Molecular phylogenetic 
evidence for a mimetic radiation in Peruvian poison frogs sup-
ports a Müllerian mimicry hypothesis. Proceedings of the Royal 
Society B: Biological Sciences, 268, 2415–2421.

Thébault, E. & Fontaine, C. (2010) Stability of ecological communi-
ties and the architecture of mutualistic and trophic networks. 
Science, 329, 853–856.

Thompson, J.N. (2005) The geographic mosaic of coevolution. Chicago, 
IL: Univ. of Chicago Press.

Thomson, J.D. & Wilson, P. (2008) Explaining evolutionary shifts 
between bee and hummingbird pollination: convergence, diver-
gence, and directionality. International Journal of Plant Sciences, 
169, 23–38.

Toby Kiers, E., Palmer, T.M., Ives, A.R., Bruno, J.F. & Bronstein, J.L. 
(2010) Mutualisms in a changing world: an evolutionary perspec-
tive. Ecology Letters, 13, 1459–1474.

Trigo, J.R. & Brown, K.S., Jr. (1990) Variation of pyrrolizidine al-
kaloids in Ithomiinae: a comparative study between species 
feeding on Apocynaceae and Solanaceae. Chemoecology, 1, 
22–29.

Tylianakis, J.M., Didham, R.K., Bascompte, J. & Wardle, D.A. (2008) 
Global change and species interactions in terrestrial ecosystems. 
Ecology Letters, 11(12), 1351–1363.

Tylianakis, J.M., Laliberté, E., Nielsen, A. & Bascompte, J. (2010) 
Conservation of species interaction networks. Biological 
Conservation, 143, 2270–2279.

Uehara-Prado, M. & Freitas, A.V.L. (2009) The effect of rainforest 
fragmentation on species diversity and mimicry ring composi-
tion of ithomiine butterflies. Insect Conservation and Diversity, 
2, 23–28.

Valiente-Banuet, A. & Verdú, M. (2007) Facilitation can increase the 
phylogenetic diversity of plant communities. Ecology Letters, 10, 
1029–1036.

Vega, G.C., Pertierra, L.R. & Olalla-Tárraga, M.Á. (2017) Data 
Descriptor: MERRAclim, a high-resolution global dataset of 
remotely sensed bioclimatic variables for ecological modelling. 
Scientific Data, 4, 1–11.

Vidal, M.M., Banks-Leite, C., Tambosi, L.R., Hasui, É., Develey, P.F., 
Silva, W.R. et al. (2019) Predicting the non-linear collapse of 
plant–frugivore networks due to habitat loss. Ecography (Cop.)., 
42, 1765–1776.

Webb, C.O., Ackerly, D.D., McPeek, M.A. & Donoghue, M.J. (2002) 
Phylogenies and community ecology. Annual Review of Ecology 
and Systematics, 33, 475–505.

Weismann, A. (1904) True mimicry. In: Weismann, A., Thomson, J.A. 
& Thomson, M.R. (Eds.) The evolution theory, Vol. 1. London: 
Edward Arnold, pp. 91–118.

Wiley, R.H. (1971) Cooperative roles in mixed flocks of Antwrens 
(Formicariidae). Auk, 88, 881–892.

Williams, P. (2007) The distribution of bumblebee colour patterns 
worldwide: possible significance for thermoregulation, crypsis, 
and warning mimicry. Biological Journal of the Linnean Society, 
92, 97–118.



16  |      NICHE CONVERGENCE IN ITHOMIINE BUTTERFLIES

Willmott, K.R. & Mallet, J. (2004) Correlations between adult mim-
icry and larval host plants in ithomiine butterf lies. Proceedings 
of the Royal Society B: Biological Sciences, 271, S266–S269.

Willmott, K.R., Robinson Willmott, J.C., Elias, M. & Jiggins, C.D. 
(2017) Maintaining mimicry diversity: optimal warning co-
lour patterns differ among microhabitats in Amazonian clear-
wing butterflies. Proceedings of the Royal Society B: Biological 
Sciences, 284(1855), 20170744.

Wilson, J.S., Jahner, J.P., Forister, M.L., Sheehan, E.S., Williams, 
K.A. & Pitts, J.P. (2015) North American velvet ants form one 
of the world's largest known Müllerian mimicry complexes. 
Current Biology, 25, R704–R706.

Wilson, J.S., Pan, A.D., Alvarez, S.I. & Carril, O.M. (2022) Assessing 
Müllerian mimicry in north American bumble bees using human 
perception. Scientific Reports, 12, 1–9.

Windsor, F.M., van den Hoogen, J., Crowther, T.W. & Evans, D.M. 
(2023) Using ecological networks to answer questions in global 
biogeography and ecology. Journal of Biogeography, 50(1), 
57–59.

SU PPORT I NG I N FOR M AT ION
Additional supporting information can be found online 
in the Supporting Information section at the end of this 
article.

How to cite this article: Doré, M., Willmott, K., 
Lavergne, S., Chazot, N., Freitas, A.V.L., 
Fontaine, C. et al.  (2023) Mutualistic interactions 
shape global spatial congruence and climatic niche 
evolution in Neotropical mimetic butterflies. 
Ecology Letters, 00, 1–16. Available from: https://
doi.org/10.1111/ele.14198

https://doi.org/10.1111/ele.14198
https://doi.org/10.1111/ele.14198

	Mutualistic interactions shape global spatial congruence and climatic niche evolution in Neotropical mimetic butterflies
	Abstract
	INTRODUCTION
	MATERIALS AND METHODS
	Data sources
	Study system: The tribe Ithomiini
	Estimating community composition
	Describing the climatic niche of species

	Data analyses
	Community structure analyses
	Climatic niche similarity
	Climatic niche evolution


	RESULTS
	Müllerian mimicry shapes community composition
	Mimicry patterns correlate with species climatic niche
	Mimicry turnover correlates with climatic distances across communities
	Species climatic niches are more similar within than between mimicry rings

	Müllerian mimicry drives climatic niche convergence

	DISCUSSION
	From large-­scale spatial congruence to fine-­scale ecological dimensions
	A scenario for niche convergence in mutualistic communities
	Consequences for mutualistic systems in the context of global change

	AUTHOR CONTRIBUTIONS
	ACKNO​WLE​DGE​MENTS
	PEER REVIEW
	OPEN RESEARCH BADGES
	DATA AVAILABILITY STATEMENT

	REFERENCES


