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Abstract 
Floral volatiles play key roles as signaling agents that mediate interactions between plants and animals. Despite their importance, few studies 
have investigated broad patterns of volatile variation across groups of plants that share pollinators, particularly in a phylogenetic context. The 
“perfume flowers,” Neotropical plant species exhibiting exclusive pollination by male euglossine bees in search of chemical rewards, present an 
intriguing system to investigate these patterns due to the unique function of their chemical phenotypes as both signaling agents and rewards. 
We leverage recently developed phylogenies and knowledge of biosynthesis, along with decades of chemical ecology research, to characterize 
axes of variation in the chemistry of perfume flowers, as well as understand their evolution at finer taxonomic scales. We detect pervasive chem-
ical convergence, with many species across families exhibiting similar volatile phenotypes. Scent profiles of most species are dominated by 
compounds of either the phenylpropanoid or terpenoid biosynthesis pathways, while terpenoid compounds drive more subtle axes of variation. 
We find recapitulation of these patterns within two independent radiations of perfume flower orchids, in which we further detect evidence for 
the rapid evolution of divergent floral chemistries, consistent with the putative importance of scent in the process of adaptation and speciation.

Resumen
Los volátiles florales cumplen una función fundamental en las interacciones entre plantas y animales. A pesar de su importancia, pocos estu-
dios se han enfocado en establecer patrones generales de evolución de volátiles en grupos de plantas que comparten polinizadores, espe-
cialmente en un contexto filogenético. Las “flores perfumadas” de los trópicos americanos dependen exclusivamente de abejas euglosinas 
machos que buscan y colectan compuestos químicos para usar en el cortejo y a cambio prestan servicios de polinización. Este grupo de flores 
ofrecen oportunidades para investigar patrones evolutivos y función de los fenotipos químicos como agentes de señalización y recompensas. 
Utilizando filogenias recientes e información de biosíntesis, caracterizamos la variación química y su evolución a escalas taxonómicas más finas. 
Detectamos convergencia química generalizada entre especies de diferentes familias que muestran fenotipos volátiles similares. La mayoría 
de las especies tienen perfiles de fragancia dominados por compuestos de las vías de biosíntesis de fenilpropanoides o terpenoides, con estos 
últimos mostrando patrones de variación más sutil. También observamos patrones similares en dos radiaciones independientes de orquídeas de 
flores perfumadas, con evidencia de divergencia rápidas en los compuestos volátiles florales. Estos hallazgos respaldan la importancia del olor 
en adaptación y especiación en plantas con asociaciones especializadas.

Resumo
Os voláteis florais desempenham papéis essenciais como sinais na mediação das interações entre plantas e animais. Apesar de sua importân-
cia, poucos estudos investigaram padrões abrangentes de variação desses atributos entre grupos de plantas que compartilham polinizadores, 
especialmente em um contexto filogenético. As “flores de perfume,” flores de espécies neotropicais que apresentam polinização exclusiva 
por machos de abelhas Euglossini em busca de recursos químicos, constituem um sistema intrigante para investigar esses padrões graças à 
função singular de seus fenótipos químicos como atrativos e recompensas florais. Utilizando filogenias recentemente desenvolvidas, conhec-
imento sobre as vias biossintéticas e décadas de pesquisa em ecologia química, caracterizamos as variações químicas das flores de perfume 
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para compreender sua evolução em uma fina escala taxonômica. Observamos convergências químicas amplamente difundidas, com muitas 
espécies de diferentes famílias exibindo fenótipos voláteis semelhantes. Os perfis de voláteis florais da maioria das espécies são dominados 
por compostos das vias dos fenilpropanóides ou dos terpenóides, sendo que estes últimos impulsionam variações mais sutis. Identificamos a 
repetição desses padrões em duas radiações adaptivas independentes de orquídeas, nas quais também encontramos evidências de uma rápida 
evolução de voláteis florais divergentes, condizente com a suposta importância destes atributos no processo de adaptação e especiação.
Keywords: macroevolution, plant–insect interactions, floral evolution, floral scent

Introduction
A key objective of evolutionary biology is to understand 
patterns of complex trait variation and the mechanisms that 
generate this diversity. Of particular interest are traits that 
evolve rapidly during the process of speciation, such as those 
that facilitate reproductive isolation. In angiosperms (flow-
ering plants), floral traits such as scent and morphology that 
mediate interactions with animal pollinators are critical for 
efficient pollen removal, transport, and receipt by conspecifics 
(Waser & Ollerton, 2006). With an estimated 87.5% of all 
flowering plants requiring pollinators to ensure reproductive 
success, these traits have evolved to fill a diverse phenotypic 
space spanning a wide range of animal sensory modalities 
(Ollerton et al., 2011). Divergence in these floral traits can 
result in differential patterns of visitation, potentially driving 
prezygotic isolation and incipient speciation if the barriers are 
sufficiently strong.

Pollinator shifts are often accompanied by changes in flo-
ral traits, including color (Dyer et al., 2012; Trunschke et al., 
2021), morphology (Sayers et al., 2021), and scent (Amrad et 
al., 2016; Ayasse et al., 2011; Mant et al., 2005). Floral scent 
traits in particular offer nuanced insights into the evolution 
of prezygotic reproductive barriers in angiosperms (Grant, 
1949). These chemical signals play key roles in mediating 
pollinator attraction, and specificity and divergence in vola-
tile expression have been demonstrated to generate patterns 
of differential pollinator visitation, a process that may cause 
incipient speciation (Byers et al., 2014; Dressler, 1968; Xu et 
al., 2012). Floral volatiles are heritable and have the capacity 
to evolve rapidly in response to pollinators at the intraspecific 
level, with both selection experiments detecting substantial 
changes within just a few generations (Gervasi & Schiestl, 
2017; Opedal et al., 2022; Ramos & Schiestl, 2020; Zu et al., 
2016) and the observation of strong contemporary selection 
relative to other floral traits (Parachnowitsch et al., 2012). At 
broader scales, the observations of high olfactory signal dis-
parity among sympatric species, both at macroevolutionary 
and community levels, further demonstrate the capacity of 
natural selection to act upon these traits to maintain species 
boundaries (Eisen et al., 2022; Friberg et al., 2019; Weber et 
al., 2018).

Floral volatiles usually contain mixtures of compounds 
belonging to different compound classes, many associated 
with well-characterized biosynthetic pathways that are con-
served across taxa, such as the terpenoid and phenylpropanoid 
pathways (Junker, 2018; Opedal et al., 2022). As certain 
compounds present within a blend may be derived from the 
same biosynthetic pathway, this creates issues with noninde-
pendence, making standard analyses of chemical variation 
using methods that treat each compound as an independent 
variable less interpretable (Gfrerer et al., 2021). Another chal-
lenging aspect of understanding patterns of scent variation 
across different taxa is the uncertainty of compound func-
tionality. In most floral systems utilizing honest signals, scent 
acts as a proxy for other rewards, such as nectar and pollen. 
However, one system stands out as a unique case where scent 

acts as both a signaling agent and as a reward: the so-called 
“perfume flowers” (sensu Vogel, 1966) of the Neotropics.

Perfume flowers are pollinated exclusively by male eugloss-
ine bees. Males visit flowers in addition to other sources such 
as rotting wood and fungi to collect volatile and semivola-
tile compounds that are stored as blends in hindleg pockets 
for future courtship displays (Dressler, 1968; Henske et al., 
2023; Whitten et al., 1993). These chemical blends act as spe-
cies-specific signals and exhibit far less variation within spe-
cies compared to among species (Darragh et al., 2023; Weber 
et al., 2016). An analysis of two closely related sister species 
revealed that odorant receptors (ORs) exhibit signatures of 
rapid evolution between a sister pair of cryptic Euglossa spe-
cies, further demonstrating the importance of olfaction in 
this group of bees during the process of speciation (Brand et 
al., 2020). As such, divergence in plant volatiles can result in 
changes in the composition of bee visitors, driving reproduc-
tive isolation.

Approximately 1,000 species of plants have evolved 
specialized pollination by male euglossine bees, span-
ning phylogenetically disparate families, including the 
Annonaceae, Araceae, Arecaceae, Bromeliaceae, Clusiaceae, 
Euphorbiaceae, Gesneriaceae, Orchidaceae, Solanaceae, and 
Theaceae, among others (Armbruster, 2011; Armbruster et 
al., 1992; Gerlach & Schill, 1991; Knudsen, 2002; Milet-
Pinheiro et al., 2021; Nogueira et al., 1998; Sazima et al., 
1993; Teichert et al., 2009). Perfume flowers evolved well 
after the origin of perfume collection behavior (~15 MYA 
vs. ~34–38 MYA), likely exploiting pre-existing sensory 
biases exhibited by bees (Ramírez et al., 2011). Around 
80% of these plants lie within the hyperdiverse family 
Orchidaceae, and male euglossine pollination has resulted 
in faster diversification rates within this clade (Givnish et 
al., 2015).

Due to the unique role that scent plays as both a signaling 
agent and a reward in this system, and the known function of 
many compounds present in these scent profiles as attractants 
to male euglossine bees, perfume flowers offer an unparalleled 
opportunity to investigate scent variation across phylogeny in 
the context of complex functional trait evolution. Numerous 
chemical ecology studies have characterized the scent profiles 
of these male euglossine-pollinated plants, with a rich litera-
ture spanning over 50 years of research. However, no recent 
syntheses of the data have been conducted, and to date, no 
phylogenetically informed analyses of scent have been per-
formed within this pollination system to allow for inference 
of evolutionary rates. We sought to address these gaps in 
knowledge by curating chemical data from 1972 to 2016, 
integrating them with biosynthetic information, and perform-
ing analyses utilizing a phylogenetic framework to answer the 
following questions:

1)	What are the major axes of biochemical variation in 
floral volatile composition across perfume flowers, and 
do these patterns align with patterns of pollinator com-
position?
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2)	What is the tempo and mode of scent evolution within 
two independent radiations of perfume flowers?

Methods
Database curation
We built a database of floral perfume chemical composition, 
as well as pollinator identity, for any angiosperm pollinated by 
perfume-collecting male euglossine bees. Both published and 
unpublished data from the literature and collaborators were 
used to build this database. For the published data, a litera-
ture search in ISI Web of Science and Scopus using the follow-
ing search terms was conducted: (“scent plant” OR “perfume 
plant” OR “VOC” OR “volatile” OR “scent reward* plant” 
OR “perfume reward* flower” OR “scent reward* flower” 
OR “perfume reward* flower”) AND (eugloss* OR “orchid 
bee”). In addition to this search, we screened the reference list 
of all obtained articles to check for works not obtained from 
the literature search. Only studies using headspace analyses 
were used. We note that in our literature search, floral per-
fume compounds and pollinators from the same species were 
sometimes obtained from different sources. However, know-
ing that floral scent chemistry in perfume flowers is often 
species specific, we assumed that this would not have biased 
our results in a substantial manner (Hetherington-Rauth & 
Ramírez, 2016; Milet-Pinheiro & Gerlach, 2017). Following 
the compilation of perfume data in a single database, we 
searched for the CAS number of individual floral perfume 
compounds in the online database (https://webbook.nist.gov/
chemistry/cas-ser.html). Based on the number, we checked for 
possible synonyms. Compounds included more than once 
were then merged.

For pollinator taxonomy, we primarily utilized the clas-
sification presented by Ramírez et al. (2010). However, we 
considered all the interactions with Eulaema cingulata as 
being with Eulaema marcii, as most records under the name 
of the former come from misuse of this name (Nemésio, 
2009). We considered the name Eulaema meriana as inclusive 
of the recently described Eulaema atleticana for simplicity 
(Nemésio, 2009). The subspecies luteola and mimetica of the 
Eulaema seabrai complex were analyzed as separate species, 
as the subspecific distributions are geographically isolated. 
Eulaema tropica was considered as a synonym of Eulaema 
polychroma (Dressler, 1982). The list of literature references 
for the interactions between plants and pollinators can be 
found in Supplementary Material.

Data processing
As the studies in the data set spanned a wide range of years 
(1972–2016), we excluded compounds present in relative 
proportions below 1% of each species’ perfume to avoid 
biased sampling of rare compounds with more sensitive 
technology in recent years. This also allowed us to compare 
studies that elected to characterize compounds below 1% as 
“trace” without providing further quantitative information. 
Species with less than 70% of their total perfume blends 
resolved were then excluded from the data set. The result-
ing chemical matrix was then re-standardized such that the 
sum of relative proportions within each species was 1. We 
note that our filtering scheme may have affected our ability 
to understand patterns of variation in minor compounds 
that act as “private channels” to pollinator communication 
(Svensson et al., 2011). Additionally, compounds at such 

low concentrations were found to elicit antennal responses 
with euglossine pollinators in Catasetum uncatum, a perfume 
flower in our data set (Milet-Pinheiro et al., 2015). However, 
our primary objective in this study was to compare across 
studies to understand broad patterns of chemical variation. 
As we found no significant relationship between study year 
and number of samples (range: 1–17, mean = 2.443) on com-
pound richness, proportion of phenylpropanoids, and pro-
portion of terpenoids (Supplementary Figure S1), we consider 
our filtered data set to be fit for such analysis. Our final data 
set for all downstream analyses consisted of 167 compounds 
and 175 plant species.

Due to shared biosynthetic pathways, individual com-
pounds are not independent variables (Junker, 2018). As 
such, we used the methods of Junker (2018) to account for 
this nonindependence, scoring each compound for primary 
metabolic pathway (e.g., terpenoid, shikimate, etc.), sub-
categorization within each pathway (e.g., monoterpenoid 
within the terpenoid pathway, phenylpropanoid within the 
shikimate pathway, etc.), and presence of functional groups 
as a proxy for shared biosynthesis, creating a “compound x 
property” matrix. The full scheme of classification is available 
in Supplementary Table S1. From this compound × property 
matrix, we then calculated a dissimilarity matrix of all com-
pounds present in the filtered data set. This matrix was then 
weighted by the species × compound matrix, generating a 
dissimilarity matrix among all species present in the data set 
accounting for both compound identity and relative propor-
tions. To evaluate the effect of our scoring scheme, we also 
used the chemodiv package in R to perform similar analy-
ses of the data, using the “PubChemfingerprint” and “fMCS” 
methods to generate similar dissimilarity matrices (Petrén et 
al., 2023). Briefly, the “PubChemfingerprint” method utilizes 
a similar approach as described above, utilizing 881 binary 
variables pertaining to compound structure to infer dissim-
ilarities among compound pairs. The “fMCS” (flexible max-
imum common substructure) method uses an algorithm to 
identify shared substructures among all pairs of compounds. 
Principal coordinates analysis (PCoA) was performed on these 
dissimilarity matrices and correlations of principal coordi-
nates were performed between the different schemes. For the 
rest of the article, the three schemes will be referred to as the 
“simple scheme,” “fingerprint scheme,” and “fMCS scheme,” 
reflecting our use of Junker’s biosynthetically informed dis-
tances, and the two chemodiv methods, respectively. These 
schemes resulted in qualitatively similar results in the first 
3 PCos, hence we elected to only investigate these axes for 
downstream analyses and visualizations (see discussion in 
Appendix).

As a metric of functional dispersion, we calculated mean 
pairwise distances (MPDs) of compounds within each species 
utilizing the distance matrix generated from the “compound x 
property” matrix as a proxy for relatedness among the differ-
ent compounds (MPD

observed). We further calculated standard 
effect sizes (SESs) of these MPDs, using a null distribution 
of MPDs generated from 999 permutations of the “com-
pound x property” matrix (MPDexpected). SES was calculated 
using MPDobserved − MPDexpected. Negative values correspond 
to underdispersion (i.e., overrepresentation of a biosynthetic 
pathway or branches within that pathway), while positive 
values correspond to overdispersion (i.e., utilization of mul-
tiple or disparate pathways). As we could not calculate func-
tional dispersion for species with only one compound present 
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in their perfumes, we excluded them from analyses utilizing 
this metric (total of 11 species). These calculations were per-
formed using the picante package in R (Kembel et al., 2010).

We further investigated two groups of monoterpenoid com-
pounds for correlative and phylogenetic comparative analyses. 
The cineole cassette compounds are a group of 6 monoter-
penes (1,8-cineole, sabinene, limonene, α- and β-pinene, and 
α-terpineol) that have previously been demonstrated to be 
produced by the multiproduct cineole synthase (CIN) class of 
monoterpene synthases in several model systems (Fähnrich et 
al., 2014). Notably, 1,8-cineole is a well-characterized general 
attractant of male euglossine bees in search of perfumes. We 
elected to not include myrcene, another frequent product of 
CINs, in this categorization, as this linear compound is also a 
frequent product of other terpene synthases (TPSs), including 
several that produce it as their dominant products (Fähnrich 
et al., 2014). Additionally, synthesis of myrcene in CINs 
occurs via an acyclic intermediate cation, while the other 
ringed products are catalyzed by a cyclic α-terpinyl intermedi-
ate. The carvones are another group of ringed monoterpenes 
(in our data set: carvone, (E)- and (Z)-carvone epoxide, and 
(E)- and (Z)-dihydrocarvone) that have been characterized as 
attractants that act primarily to attract bees from the genus 
Eulaema, although some Euglossa species are also known to 
be attracted to these compounds. Both 1,8-cineole and the 
carvones are relatively rare in high abundances within flo-
ral volatiles outside of perfume flowers (Raguso et al., 2003; 
Whitten et al., 1986).

Pollinator analyses
To evaluate the effects of pollinators on scent phenotypes, we 
performed a regression of the first three axes of variation on 
bee species richness in addition to bee genera, treating the 
presence of each genus as a binary factor. Additionally, we 
performed logistic regression of each PCo axis on pollination 
by each bee genus to understand the effect of changes in this 
multivariate space on the probability of pollination. In total, 
100 plant species were present in the subset of our filtered 
data set with both scent and pollinator data available, while 
91 bee species were present as pollinators.

We also performed Mantel tests to understand the relation-
ship between pollinator distances and chemical distances. We 
utilized two metrics of pollinator distances: binary distances 
based on species and on genera, to test if there were signatures 
of pollinator-mediated selection at different levels of taxo-
nomic organization. Mantel tests were performed using the 
vegan package in R, using Spearman correlations and 9,999 
permutations (Jari Oksanen et al., 2022).

Phylogenetic comparative methods
Phylogenies
For visualization and analyses of chemical patterns across the 
broadest scale of taxonomic resolution, we constructed a phy-
logeny to include as many plant species present in our data 
set as possible using the V.Phylo2 package in R (Jin & Qian, 
2022). Where species in our data set were not present in the 
megaphylogeny but congeneric/consubgeneric members were, 
we randomly substituted them for one of these closely related 
members present in the tree. This was performed for four spe-
cies (Kegeliella houtteana, Paphinia grandiflora, Solanum cir-
cinatum, and Solanum melissarum). Furthermore, as this tree 
lacked many members of Catasetum, we grafted a time-cali-
brated phylogeny of this group (Pérez-Escobar et al., 2017a) 

onto the larger phylogeny, using the gromogram.phylo func-
tion in phytools (Revell, 2012). This final tree contained 78 
species (Figure 1).

As this first tree spanned the breadth of angiosperm evo-
lution, we performed finer scale analyses of two independent 
radiations of exclusively male euglossine-pollinated orchids: 
(a) the diverse Stanhopeinae subtribe along with its spe-
cies-poor sister group the Coeliopsidinae (henceforth referred 
to as the Stanhopeinae) and (b) the Catasetinae subtribe 
excluding the early-diverging, species-poor lineage containing 
Grobya and Cyanaeorchis that include oil bee-pollinated spe-
cies (henceforth referred to as the Catasetinae). Both groups 
are of similar age (root age ~20 million years), exhibit similar 
widespread geographic ranges throughout low- to mid-ele-
vation Neotropical forests, and include similar species rich-
ness (~300 for the Stanhopeinae, ~220 for the Catasetinae). 
Phylogenies for these two clades were made by pruning the 
megaphylogeny referenced above into two phylogenies of 35 
and 22 species, respectively. We further standardized branch 
lengths to a large, time-calibrated neotropical orchid phylog-
eny (Pérez-Escobar et al., 2017b), using the congruify.phylo 
function in the phytools package (Revell, 2012).

Phylogenetic comparative analyses of floral scent
We visualized the phylogenetic structuring of traits using 2D 
“phylochemospaces,” where we projected phylogenies onto 
the previously described chemical space using selected axes of 
the PCoA. These visualizations were made using the phytools 
package.

To rigorously quantify patterns of chemical evolution, we 
performed disparity-through-time (dtt) analysis and calcu-
lated morphological disparity indices (MDI), which describe 
within-clade and among-clade variation in traits (Harmon et 
al., 2003). Positive values of MDI suggest that variation is 
partitioned within clades, suggesting that closely related spe-
cies exhibit divergent trait values, while negative values of 
MDI indicate that variation is partitioned among clades, sug-
gesting that closely related species exhibit similar trait values 
and that different clades occupy distinct regions of trait space. 
We calculated MDI for the log-transformed full chemical data 
set after replacing all 0’s with 0.005, and subsets of this data 
set that included only aromatic compounds, monoterpenoids, 
cineole cassette compounds, or carvone compounds—
for this last group, we were only able to perform analyses 
within the Catasetinae as these compounds were not present 
in the Stanhopeinae. MDI values were compared against a 
null distribution of 1,000 simulations of each data set using 
Brownian motion to obtain average values. The significance 
of this analysis was assessed using the 95% confidence inter-
val generated by the simulations in this null distribution. 
These analyses were performed using the dtt function in the 
geiger package (Harmon et al., 2023).

We further calculated the phylogenetic signal using the 
multivariate generalization of Blomberg’s K (Adams, 2014). 
Values of “K

mult” range from 0 to infinity, with Kmult = 1 rep-
resenting the expectation of trait evolution under Brownian 
motion, and 0 < Kmult < 1 and Kmult > 1 representing data with 
a lower and higher phylogenetic signal than this null expecta-
tion, respectively. We calculated Kmult within the Stanhopeinae 
and the Catasetinae using the same traits described above for 
which we performed the dtt analyses. Ten thousand iterations 
of the data sets were used for the calculations of significance 
in each test.
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Due to the modest sample size and considerable difference in 
sample sizes between the two groups in the analysis described 
above, we further randomly rarefied the Stanhopeinae data to 
22 species and reran the analyses described above to under-
stand the potential effects of subsampling on our observed 
results. We randomly subsetted the data 1,000 times, per-
formed dtt analyses and calculated phylogenetic signal in 
these data subsets, and computed the corresponding test sta-
tistics and P-values. All analyses discussed were performed in 
R version 4.2.1 (R Core Team, 2022).

Results
Chemical composition
Our filtered data set consisted of 167 compounds, of which 
92 were terpenoids (49 monoterpenoids, 34 sesquiterpenoids, 
5 carotenoids, and 4 irregular terpenoids), 49 were aromatics, 
and 26 were fatty acid derivatives. The compounds with the 
highest prevalence across the data set were 1,8-cineole (pres-
ent in 106 spp.), α-pinene (present in 82 spp.), myrcene (pres-
ent in 66 spp.), limonene (present in 56 spp.), (E)-β-ocimene 
(present in 40 spp.), β-pinene (present in 36 spp.), and benzyl 

acetate (present in 36 spp.; Table 1), all generally ubiquitous 
floral volatile compounds (Farré-Armengol et al., 2020). 
Species ranged from having 1–6 compounds (mean = 5.83, 
SD = 3.18) in their scent profiles. Eleven species were found to 
exhibit only one compound in their volatile blends, all mem-
bers of the Orchidaceae, and all exhibiting aromatic products 
of the shikimate pathway. Of note, two of these species also 
exhibited only one known compound in their profiles prior 
to filtering (Cycnoches ventricosum with indole and Gongora 
claviodora with eugenol).

In addition to being the most abundant compound in 
our data set with respect to presence, 1,8-cineole was also 
the dominant compound in 44 species. Other compounds 
with high dominance included (E)-β-ocimene, 1,4-dime-
thoxybenzene, benzyl acetate, and (E)-carvone epoxide, 
present in at least 11 species (Supplementary Figure S2). 
These compounds have all been demonstrated to be bio-
logically active as they attract male euglossine bees in their 
pure form, although to date (E)-β ocimene has only been 
shown to attract Euglossa augaspis and Eg. stilbonata in its 
pure form (Ramírez & Dressler, 2002; Williams & Dodson, 
1972).

Figure 1. Phylogeny of perfume flowers with heatmap of chemical composition. The block on the right corresponds to three categories of 
monoterpenoids. Stars on the phylogeny represent the base of our two orchid clades of interest, highlighted in pink: the Catasetinae (above) and the 
Stanhopeinae (below). Photographs of representative taxa (Mormodes sp. and Gongora sp., respectively) were taken by Thomas Eltz.
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Broad patterns of chemical variation
The primary axis of variation in the data set was strongly 
associated with the primary biosynthetic pathway utilized, 
where species with high values of PCo1 were terpenoid dom-
inated and species with low values were aromatic dominated 
(Figure 2). Only around 10% of the data set consisted of spe-
cies with fatty acid-dominated scent profiles or species with 
mixed aromatic-terpenoid blends (40%–60% of either bio-
chemical class; Supplementary Table S2). Functional disper-
sion values of species with more than one compound were 
largely negative (mean = −2.057, SD = 1.809; only positive in 
12 species), suggesting general patterns of chemical underdis-
persion. Functional dispersion was also negatively associated 
with PCo1 (F1,162 = 14.17, p < .001), suggesting that plants 
with aromatic-dominated perfumes produced blends of com-
pounds that were more divergent from each other or utilized 
different biosynthetic pathways more often than species with 
terpenoid-dominated perfumes.

The second axis of variation was found to be strongly driven 
by the abundances of certain compounds. PCo2 is strongly 
negatively associated (R = −0.532, p < .001) with 1,8-cineole, a 
ringed monoterpene that is a well-known generalized attractant 
of male euglossine bees. This axis was also significantly posi-
tively associated with linear monoterpenes (R = 0.357, p < .001), 
of which myrcene and (E)-β-ocimene were most abundant.

The third axis of variation was found to be driven by con-
centrations of the ringed carvone monoterpenoid and its 
derivatives, with a strong negative relationship between PCo3 
and relative proportion of these compounds (Supplementary 
Figure S4; R = −0.571, F1,173 = 163.485, p < .001). This axis 
was strongly positively associated with linear monoterpenes 
(R = 0.179, F1,173 = 44.442, p < .001).

Pollinator analyses
The first two PCos were not significantly associated with 
any group of pollinators. The third axis of variation was 

Table 1. Most prevalent compounds in the data set (present in above 13% of all species).

Compound name (number of spp present in) Chemical class Function (inferred from  
Ramírez & Dressler, 2002)

Antennal responses (inferred 
from Brandt et al., 2021)

1,8-Cineole (106) Monoterpene Attractant Moderate

α-pinene (82) Monoterpene Modifier Weak

Myrcene (66) Monoterpene Modifier Weak

Limonene (56) Monoterpene Modifier Weak

(E)-β-ocimene (40) Monoterpene Modifier N/A

β-pinene (36) Monoterpene Modifier N/A

Benzyl acetate (36) Aromatic Attractant Strong

Sabinene (27) Monoterpene N/A N/A

Methyl salicylate (23) Aromatic Attractant Moderate

Figure 2. Biosynthetic pathway variation across the full data set. (A) Ordination of the full chemospace of all perfume flowers represented in the 
data set. Points represent species, sizes correspond to relative concentration of cineole (skeletal structure shown by the legend) within that species, 
while colors correspond to the dominant biosynthetic pathway represented. (B) Composition of all species with respect to aromatics, fatty acids, and 
terpenoids. Columns between the green vertical lines represent the species categorized as “mixed aromatic and terpenoid.”
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significantly negatively associated with Eulaema pollination, 
but not with other genera (F3,98 = 26.36, p < .001). Using 
logistic regression, we also found that each increase in 1 unit 
of PCo3 was associated with a 0.00018-fold reduction in the 
odds of being Eulaema-pollinated (p < .001). No PCos were 
significantly associated with the diversity of bee visitors. All 
schemes of generating compound dissimilarities and chemi-
cal distances resulted in weak but marginally nonsignificant 
to significantly positive relationships with pollinator differ-
ences at the species level (Mantel r = .0440, .0372, and .0773; 
p = .0352, .0896, and .0255 for simple, fingerprint schemes, 
and fMCS schemes, respectively). Pollinator distances as mea-
sured by bee genera resulted in weak but significant positive 
relationships with the simple and fingerprint schemes (Mantel 
r = .0447 and .0424, p = .0249 and .0424, respectively), but 
no significant relationship with the fMCS scheme.

Patterns of scent variation within the Catasetinae 
and the Stanhopeinae
Broad patterns of scent variation were not strongly struc-
tured by phylogeny. In the first data set, we observed that 
plant families tend to be scattered across chemospace, with 
several examples of species exhibiting close chemical affinities 
despite sharing a common ancestor more than a hundred mil-
lion years ago (Figure 1). As the majority of the plants sam-
pled were in the Orchidaceae, we further investigated patterns 
within the Stanhopeinae and the Catasetinae. We found that 
the general broad pattern of aromatic-dominated versus ter-
penoid-dominated perfume profiles was recapitulated within 
these independent radiations of male euglossine pollination 
(Figure 3C and D). Additionally, the second axis of variation 
was strongly driven by variation between scent profiles dom-
inated by linear versus ringed monoterpenes, with concen-
trations of 1,8-cineole strongly driving this pattern in both 
clades.

We detected a weak and nonsignificant phylogenetic signal 
(Kmult = 0.139, p = .180) using the full chemical data set in the 
Catasetinae and weak and marginally nonsignificant phylo-
genetic signal in the Stanhopeinae (Kmult = 0.335, p = .0733), 
suggesting chemical variation was evolutionarily labile in 
both groups. Even weaker phylogenetic signal was detected 
in the aromatic compounds within both groups, suggesting 
that this subset of the entire chemical phenotype was particu-
larly evolutionarily labile (Kmult = 0.0900 and 0.288, p = .851 
and .787 for the Catasetinae and Stanhopeinae, respectively). 
However, the two groups differed with respect to their mono-
terpene compounds, with the Catasetinae exhibiting a sig-
nificant phylogenetic signal (Kmult = 0.217, p = .011) and the 
Stanhopeinae exhibiting no signal (Kmult = 0.341, p = .153). 
This pattern was likely not driven by cineole cassette com-
pounds, as both groups exhibited no phylogenetic signal in 
that phenotype (Kmult = 0.119 and 0.333, p = .566 and .212 for 
the Catasetinae and the Stanhopeinae, respectively). However, 
the carvones exhibited a significant phylogenetic signal in the 
Catasetinae (Kmult = 0.331, p = .011), potentially acting as a 
driver of the differences in phylogenetic signal observed at the 
broader compound class (monoterpene) level. These results 
are summarized in Table 2.

We detected significantly positive morphological dispar-
ity index (MDI) values using the full data set of compounds 
within both the Catasetinae and Stanhopeinae (MDI = 0.455 
and 0.428, respectively; p = .002 and p < .001, respectively; 
Figure 4A and F), in addition to in the aromatic compounds 

(MDI = 0.934 and 0.431, respectively; p < .001 for both; 
Figure 4B and G), demonstrating that variation is partitioned 
within clades for these traits and that closely related spe-
cies exhibit divergent trait values. In the Stanhopeinae, both 
monoterpenes and cineole cassette compounds exhibited 
significantly positive MDI values (MDI = 0.425 and 0.480, 
respectively; p < .001 and p = .001, respectively; Figure 4C 
and H). Both of these traits exhibited far lower levels of MDI 
in the Catasetinae (MDI = 0.176 and 0.241, p = .086 and .12, 
for monoterpenes and cineole cassette compounds, respec-
tively; Figure 4D and I). Furthermore, the MDI of carvone 
compounds in the Catasetinae was low, and the disparity was 
not significantly different from the null distribution generated 
by Brownian motion (MDI = 0.0614, p = .422; Figure 4E). 
We note that the two groups did not differ significantly with 
respect to richness, proportion of monoterpenes, proportion 
of aromatics, or proportion of cineole cassette compounds, so 
different results in our multivariate analyses are not likely due 
to strong differences in trait dimensionality between clades.

We find that the differences in patterns observed between 
the Stanhopeinae and the Catasetinae were independent of 
the larger sample size in the former clade. In our rarefac-
tions of the Stanhopeinae data set to 22 species, we detected 
no significant differences in patterns compared to analyses 
performed using the full data set of 35 species in both Kmult 
and dtt (Supplementary Figures S7 and S8). While the out-
comes of the simulations in the Kmult analysis tended to have 
higher Kmult values than what we observed in our data set, 
suggesting a stronger phylogenetic signal, p-values on aver-
age were all well above 0.1 (0.207–0.686) and the observed 
Kmult values were within the central 95% of simulation values 
(Supplementary Figure S8).

Discussion
Olfactory preferences evolve rapidly in euglossine bees, and 
divergence in the choice of exogenous perfumes collected 
from the environment is a key component in the process of 
speciation (Weber et al., 2016). We predicted that, as a result, 
plants that are obligately pollinated by these bees using scent 
compounds as rewards would also exhibit patterns of rapid 
chemical evolution. We find signatures of this rapid evolution 
across two independent radiations of perfume flower orchids, 
with radically different chemical phenotypes present in floral 
volatiles, even among closely related taxa. We also find per-
vasive chemical convergence, with many species across our 
data set exhibiting perfumes that contain high proportions 
of 1,8-cineole, a compound that is highly attractive to many 
species of male euglossine bees.

The primary axis of this variation across male eugloss-
ine-pollinated floral volatiles is driven by differences between 
terpenoid and aromatic-dominated perfumes (Figure 2). This 
general pattern was consistent in independent radiations of 
male euglossine pollination within the Catasetinae and the 
Stanhopeinae, and both clades additionally exhibited rela-
tively few intermediate phenotypes or those that utilize other 
pathways (Figure 3). Due to the unique role of these floral 
signals as constituents of courtship displays for the pollina-
tors themselves, the utilization of multiple biosynthetic path-
ways may have been generated due to the rapid evolution of 
olfactory biases present in euglossine bees. Both the terpene 
and aromatic biosynthesis pathways are present across flow-
ering plants, and in addition to their importance in generating 
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floral volatiles, they are also necessary for the production of 
primary metabolites (Vogt, 2010). Thus, divergence in bio-
chemical pathways underlying scent production that cause 
reproductive isolation is more likely to be driven by changes 
in gene regulation, rather than through deeper modifications 
of biosynthetic architecture that may result in widespread 
negative pleiotropy (Boersma et al., 2022; Li et al., 2021; 
Verdonk et al., 2005). Major variation in perfumes driven 
primarily by transcriptomic differences may facilitate rapid 
divergences in phenotype among closely related taxa that we 
observed in our data set, spurring the process of reproductive 
isolation and speciation.

Despite an abundance of aromatic- and terpenoid-pro-
ducing flowers, we observed a striking lack of species where 
these two compound classes were produced in similar propor-
tions. This presence of only a few mixed profiles is difficult 
to explain, as the perfumes present in male bees tend to be 
diverse, generated from multiple chemical classes (Weber et 
al., 2016). Additionally, many euglossine bee species exhibit 

Figure 3. Ordinations of chemical space in two independent radiation of perfume flowers. (A) and (B) show phylochemospaces of the Catasetinae 
and the Stanhopeinae, respectively, using the same color scheme as in Figure 2. (C) and (D) Phylogenetic relationships within the two groups, while 
barplots correspond to values of PCo1. Bars are colored according to which chemical class is more highly represented within that species, using the 
same scheme in Figure 2.

Table 2. Phylogenetic signal of several multidimensional chemical traits. 
Traits with significant phylogenetic signal at the α = .05 level are bolded, 
while marginally non-significant traits are italicized.

Trait Kmult p-value

Full data set Catasetinae 0.139 .180

Full data set Stanhopeinae 0.335 .0733

Aromatics Catasetinae 0.0900 .851

Aromatics Stanhopeinae 0.288 .787

Monoterpenes Catasetinae 0.217 .0106

Monoterpenes Stanhopeinae 0.341 .153

Cineole cassette Catasetinae 0.119 .566

Cineole cassette Stanhopeinae 0.333 .212

Linear monoterpenes Catasetinae 0.229 .149

Linear monoterpenes Stanhopeinae 0.319 .428

Carvones Catasetinae 0.331 .0114

Carvones Stanhopeinae N/A N/A
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strong antennal responses to compounds in both chemical 
groups (Brandt et al., 2021; Milet-Pinheiro et al., 2015). 
While we lack sufficient data to fully understand the adap-
tive role of mixed perfumes, we note that Catasetum luridum 
emits primarily 1,8-cineole and 1,4-dimethoxybenzene, 
two compounds that are both attractive in their pure form 
and elicit moderate to strong responses in the antennae of 
Euglossa carolina (syn. Eg. cordata), one of its pollinators, 
suggesting multifunctional capacities of these perfume blends 
(Brandt et al., 2021). While physiological constraints due to 
tradeoffs in chemical production could also contribute to 
the lack of intermediate phenotypes, flowering plants often 
express volatiles consisting of compounds from multiple bio-
synthetic pathways (Junker et al., 2018). Manipulative stud-
ies on the combinatorial effects of different compounds on 
male euglossine attraction and perfume-collecting behavior 
are needed to better understand and attempt to explain these 
patterns.

Odorant receptors (ORs) in insects exhibit a broad range of 
specificity, but many are narrowly tuned to certain compounds 
or compound classes (Conchou et al., 2019). For example, in 
lepidopterans, the OR42 receptor is narrowly tuned to pheny-
lacetaldehyde, a common aromatic compound found in floral 
volatiles (Guo et al., 2021). This receptor is highly conserved 
across the order, and all functionally tested orthologs showed 
the same narrow tuning to that compound (Guo et al., 2021). 
Producing compounds that target a single OR may allow for 
a more predictable set of behavioral responses, facilitating 
pollination efficiency. In euglossine bees, OR genes exhibit 
signatures of rapid molecular evolution, consistent with their 
role in sexual selection (Brand et al., 2015). However, thus far, 
the function of only one gene has been rigorously tested, with 
narrow tuning to a compound not present in our data set, the 
aromatic 2-hydroxy-6-nona-1,3-dienyl-benzaldehyde (Brand 
et al., 2020). Knowledge of how other euglossine bee ORs 
function and their specificity to floral scent compounds would 
provide valuable insight into the functional consequences of 
biochemical divergence in perfume flowers.

While the first axis of chemical variation was driven by 
differences in biosynthetic pathways, we observed substan-
tial differences among terpenoid-dominated species that 

drove variation along the second and third axes (Figure 
2A). Terpenoids are a highly diverse class of natural com-
pounds, with over 20,000 structures identified in plants. 
Key to their diversification is the terpene synthase (TPS) 
family of enzymes that catalyze the final step in an oth-
erwise deeply conserved pathway. TPSs are known to be 
chemically promiscuous, often producing multiple prod-
ucts per enzyme, while further functional modifications 
can be mediated by other enzymes, particularly those of 
the Cytochrome p450 family. Additionally, small changes in 
TPS sequence have been demonstrated to result in divergent 
products in mutagenesis experiments (Srividya et al., 2015). 
Together, these properties may explain the greater amount 
of chemospace occupied by terpenoid-dominated species 
than aromatic-dominated species, and the general pattern 
of terpenes driving overall patterns of diversity within the 
data set (Karunanithi & Zerbe, 2019; Pichersky & Raguso, 
2018).

We find that monoterpene variation drove observed pat-
terns in the second and third major axes of variation. Both 
axes were characterized by opposing gradients of linear com-
pounds versus ringed compounds (1,8-cineole and carvones 
for the second and third axes, respectively). 1,8-Cineole is 
a well-known generalized attractant, and in its pure form, 
attracts diverse assemblages of male bees. Carvones are less 
generalized in their biological function, being associated with 
the attraction of bees from the genus Eulaema, in addition 
to a few members of Euglossa. Linear monoterpenoids tend 
to be further specialized in nature, attracting few to no bee 
species on their own and generally eliciting weak antennal 
responses (Brandt et al., 2021). While these axes of variation 
appear to represent gradients in pollinator specificity, span-
ning the range of high abundance in generally weakly-attrac-
tive compounds to the high abundance of more attractive 
compounds, the pollinator data do not support this interpre-
tation, with a lack of significant correlations with bee species 
richness or visitation by bee genera in the first two axes of 
variation. However, PCo3 exhibits a strong negative correla-
tion with the presence of Eulaema pollination, suggesting a 
signature of pollinator-mediated selection on this major axis 
of variation driven by carvones.

Figure 4. Disparity-through-time (dtt) plots of floral volatile traits in the Catasetinae (top row) and the Stanhopeinae (bottom row). (A) and (F) show dtt 
of the log-transformed full chemical data set, (B) and (G) show dtt of aromatic compounds, (C) and (H) show dtt of monoterpenoids, (D) and (I) show 
dtt plots of cineole cassette compounds, and (E) shows dtt of carvone compounds (present only in the Catasetinae). In all figures, solid black lines 
correspond to observed disparity, while the dotted lines represent median values from 1,000 simulations of the data using Brownian motion. The gray 
area corresponds to the 95% confidence intervals from the simulated null distribution.
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The general patterns of gradients between linear and ringed 
monoterpenes observed in the second and third axes of varia-
tion could be caused by biosynthetic tradeoffs. Monoterpene 
synthases catalyze a precursor compound into a series of cat-
ionic intermediates, the first of which is linear and can be 
catalyzed into linear products in our data set such as myrcene 
and ipsdienol. When this cation is closed, it becomes a pre-
cursor intermediate to ringed products, such as members of 
the cineole cassette or carvones (Huang et al., 2021). Thus, a 
potential tradeoff could be created by this divergence within 
a biosynthetic pathway, where movement through chemo-
space is constrained by which path in synthesis that precur-
sors are shunted towards, as determined via TPS function 
(Supplementary Figure S9). As TPS evolution is rapid and 
many terpenes are the product of multiple TPSs, functional 
validation of these enzymes across male euglossine-pollinated 
plants is required to rigorously test this hypothesis.

Across the full chemical data set, we observe low phyloge-
netic signal and high MDI in both the Stanhopeinae and the 
Catasetinae, suggesting that this multidimensional trait exhib-
its patterns of rapid divergence among closely related species 
in addition to the sharing of phenotypic space across their 
evolutionary histories (Figure 4). This is consistent with the 
putative role of scent in the process of speciation across these 
plants, as shifts in floral chemistry can result in the attraction 
of different pollinator species, resulting in reproductive isola-
tion. High MDI and low phylogenetic signal are mirrored in 
a similar analysis characterizing perfume variation across the 
genus Euglossa, attributed by the authors to rapid evolution 
due to sexual selection (Weber et al., 2016). The macroevo-
lutionary patterns of chemical disparity observed here in the 
plants pollinated by these bees and their close relatives may 
reflect this rapid diversification in olfactory preferences.

At a finer level of chemical variation, aromatic com-
pounds exhibited a similar pattern to that of the full chem-
ical data set, with high MDI and low phylogenetic signal in 
both clades. We found that aromatic-dominated species in 
our phylochemospaces tended to be most closely related to 
species that were not aromatic-dominated (Figures 1 and 
2B and C). In an electroantennographic study characteriz-
ing responses across 26 euglossine bee species, six of nine of 
the aromatic compounds tested generated generally strong 
responses, suggesting a strong sensory bias for this chemical 
class and potentially major effects on pollinator visitation 
through shifts to utilization of this biosynthetic pathway 
(Brandt et al., 2021). This pattern of rapid evolution in spe-
cific compounds mirrors a study of the Pseudophrys section 
of sexually deceptive Ophrys (Orchidaceae), where alkenes 
and alkadienes that are key in mediating pollinator shifts 
exhibited similarly high evolutionary lability (Ayasse et al., 
2011; Joffard et al., 2020). The contrasting patterns between 
the two clades in monoterpenoid evolution, with low MDI 
and significant phylogenetic signal detected only in the 
Catasetinae, suggest that stronger constraints to chemical 
evolution may exist within this clade (Figure 4C and H). This 
pattern may be driven in part by the carvones that, among 
our sampled orchid species, are exclusively present within 
this clade (Figure 4E). As the carvones exhibit more specific 
functions than generalized attractants such as 1,8-cineole, 
being associated with visitation by Eulaema bees, stabilizing 
selection may be occurring due to specialization for a chem-
ical niche within the Catasetinae (Milet-Pinheiro & Gerlach, 
2017).

While ecologically similar with respect to pollination, the 
Stanhopeinae and Catasetinae differ with respect to the scale 
at which mechanical isolation operates, potentially driv-
ing differences in scent evolution. Within the Stanhopeinae, 
mechanical isolation generally operates at the genus level, 
with congeners typically depositing their pollen structures 
on the same body parts of visiting bees. Thus, closely related 
species within this clade may be expected to exhibit highly 
divergent scent profiles, as has been confirmed in the gen-
era Gongora, Stanhopea, and Coryanthes, to avoid potential 
costly hybridization (Gerlach & Schill, 1991; Hetherington-
Rauth & Ramírez, 2016). Members of the Catasetinae, how-
ever, exhibit more rapid evolution of mechanical isolation, 
with congeners often exhibiting different placement positions 
of their pollen structures on bees, perhaps allowing for more 
pollinator sharing and thus more similar patterns of chemical 
variation among related taxa (Hills et al., 1972).

Conclusions
Our results suggest two primary modes of scent diversification 
within perfume flowers—either along the axis of aromatic to 
terpenoid variation or via modulating relative proportions 
of terpenoids, in particular the cineole cassette and carvone 
compounds. We find evidence for pervasive convergence in 
several regions of this chemical space across distant clades. 
However, we also observe the rapid evolution of divergent 
chemistries among closely related taxa. While broad patterns 
of chemical evolution are shared between two independent 
radiations of plants utilizing this pollination system, we find 
differences in more subtle patterns among the clades, indi-
cating lineage-specific effects of pollinator-mediated selection 
at the macroevolutionary level, potentially due to differences 
in the relative roles of mechanical isolation. Our study pro-
vides the first phylogenetically informed and biosynthetically 
explicit view of scent evolution across the radiations of a 
unique pollination system that has captured the attention of 
both horticulturists and evolutionary biologists alike for over 
a century.
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Appendix
Consistency among schemes of generating chemical dissimi-
larities

The three schemes of generating dissimilarity matrices 
produced qualitatively similar results in the first few axes 
of variation apart from some reflections about the origin 
of PCo scores (Supplementary Figures S3–S6). All pairs of 
PCo’s were highly correlated on the first axis (all R2 > 0.75, 
p < .001; Supplementary Figure S3A), and PCo’s 2 and 3 were 
still strongly correlated with each other between the simple 
scheme and the fingerprint scheme (R2 all > 0.75, p < .001; 
Supplementary Figure S3A). Despite a low explanatory re-
lationship between fMCS and the other schemes in the sec-
ond and third axes (0.11 < R2 < 0.2), the relationships were 
still highly significant (p < .001; Supplementary Figure S3B 
and C). In the fourth axis and beyond, relationships among 
schemes began to drop off substantially (Supplementary 
Figure S3D). We thus elected to primarily investigate the first 
three PCo axes for downstream correlative analyses and visu-
alization of broad patterns of biochemical variation. The sig-
nificance of patterns shown at the α = 0.05 level was generally 
concordant among schemes (Supplementary Figures S3A–C, 
S4, and S5; Directionality of relationships may be different 
due to reflections about the origin exhibited by the different 
schemes). We hence reported only the results of the simple 
scheme in figures and test statistics unless deviations at the 
significance threshold occurred.

References
Adams, D. C. (2014). A generalized K statistic for estimating phyloge-

netic signal from shape and other high-dimensional multivariate 
data. Systematic Biology, 63(5), 685–697. https://doi.org/10.1093/
sysbio/syu030

Amrad, A., Moser, M., Mandel, T., Vries, M. de, Schuurink, R. C., 
Freitas, L., & Kuhlemeier, C. (2016). Gain and loss of floral scent 
production through changes in structural genes during pollinator-
mediated speciation. Current Biology, 26, 3303–3312.

Armbruster, W. S. (2011). Evolution and ecological implications of “spe-
cialized” pollinator rewards. In S. Patiny (Ed.), Evolution of plant-pol-
linator relationships (pp. 44–67). Cambridge University Press.

Armbruster, W. S., Herzig, A. L., & Clausen, T. P. (1992). Pollination of 
two sympatric species of Dalechampia (Euphorbiaceae) in suriname 

by male euglossine bees. American Journal of Botany, 79(12), 
1374–1381. https://doi.org/10.1002/j.1537-2197.1992.tb13747.x

Ayasse, M., Stökl, J., & Francke, W. (2011). Chemical ecology and 
pollinator-driven speciation in sexually deceptive orchids. Phyto-
chemistry, 72(13), 1667–1677. https://doi.org/10.1016/j.phyto-
chem.2011.03.023

Boersma, M. R., Patrick, R. M., Jillings, S. L., Shaipulah, N. F. M., Sun, 
P., Haring, M. A., Dudareva, N., Li, Y., & Schuurink, R. C. (2022). 
ODORANT1 targets multiple metabolic networks in petunia flow-
ers. The Plant Journal, 109, 1134–1151.

Brand, P., Hinojosa-Díaz, I. A., Ayala, R., Daigle, M., Yurrita Obiols, 
C. L., Eltz, T., & Ramírez, S. R. (2020). The evolution of sexual 
signaling is linked to odorant receptor tuning in perfume-collecting 
orchid bees. Nature Communications, 11(1), 244.

Brand, P., Ramírez, S. R., Leese, F., Quezada-Euan, J. J. G., Tollrian, R., 
& Eltz, T. (2015). Rapid evolution of chemosensory receptor genes 
in a pair of sibling species of orchid bees (Apidae: Euglossini). BMC 
Evolutionary Biology, 15(1), 176.

Brandt, K., Dötterl, S., Ramírez, S. R., Etl, F., Machado, I. C., Navarro, 
D. M. A. F., Dobler, D., Reiser, O., Ayasse, M., & Milet-Pinheiro, 
P. (2021). Unraveling the olfactory biases of male euglossine bees: 
Species-specific antennal responses and their evolutionary signifi-
cance for perfume flowers. Frontiers in Ecology and Evolution, 9, 
727471. https://doi.org/10.3389/fevo.2021.727471

Byers, K. J. R. P., Bradshaw, H. D., & Riffell, J. A. (2014). Three floral 
volatiles contribute to differential pollinator attraction in monkey-
flowers (Mimulus). Journal of Experimental Biology, 217, 614–623.

Conchou, L., Lucas, P., Meslin, C., Proffit, M., Staudt, M., & Renou, M. 
(2019). Insect Odorscapes: From plant volatiles to natural olfacto-
ry scenes. Frontiers in Physiology, 10, 972. https://doi.org/10.3389/
fphys.2019.00972

Darragh, K., Linden, T. A., & Ramírez, S. R. (2023). Seasonal stability 
and species specificity of environmentally acquired chemical mat-
ing signals in orchid bees. Journal of Evolutionary Biology, 36(4), 
675–686. https://doi.org/10.1111/jeb.14165

Dressler, R. L. (1968). Pollination by euglossine bees. Evolution, 22(1), 
202–210. https://doi.org/10.1111/j.1558-5646.1968.tb03463.x

Dressler, R. L. (1982). Biology of the orchid bees (Euglossini). Annual 
Review of Ecology and Systematics, 13(1), 373–394. https://doi.
org/10.1146/annurev.es.13.110182.002105

Dyer, A. G., Boyd-Gerny, S., McLoughlin, S., Rosa, M. G. P., Simonov, 
V., & Wong, B. B. M. (2012). Parallel evolution of angiosperm co-
lour signals: common evolutionary pressures linked to hymenopter-
an vision. Proceedings of the Royal Society B: Biological Sciences, 
279(1742), 3606–3615. https://doi.org/10.1098/rspb.2012.0827

Eisen, K. E., Geber, M. A., & Raguso, R. A. (2022). Emission rates of 
species-specific volatiles vary across communities of clarkia species: 
Evidence for multimodal character displacement. American Natu-
ralist, 199(6), 824–840. https://doi.org/10.1086/715501

Fähnrich, A., Neumann, M., & Piechulla, B. (2014). Characteristic ala-
toid “cineole cassette” monoterpene synthase present in Nicotiana 
noctiflora. Plant Molecular Biology, 85(1-2), 135–145. https://doi.
org/10.1007/s11103-014-0176-y

Farré-Armengol, G., Fernández-Martínez, M., Filella, I., Junker, R. 
R., & Peñuelas, J. (2020). Deciphering the biotic and climatic 
factors that influence floral scents: A systematic review of floral 
volatile emissions. Frontiers in Plant Science, 11, 1154. https://doi.
org/10.3389/fpls.2020.01154

Friberg, M., Schwind, C., Guimarães, P. R., Raguso, R. A., & Thomp-
son, J. N. (2019). Extreme diversification of floral volatiles within 
and among species of Lithophragma (Saxifragaceae). Proceedings 
of the National Academy of Sciences of the United States of Amer-
ica, 116, 4406–4415.

Gerlach, G., & Schill, R. (1991). Composition of Orchid scents attract-
ing euglossine bees. Botanica Acta, 104(5), 379–384. https://doi.
org/10.1111/j.1438-8677.1991.tb00245.x

Gervasi, D. D. L., & Schiestl, F. P. (2017). Real-time divergent evolu-
tion in plants driven by pollinators. Nature Communications, 8(1), 
14691.

D
ow

nloaded from
 https://academ

ic.oup.com
/evolut/article/78/1/98/7332162 by U

niversity of C
alifornia, D

avis - Library user on 19 January 2024

http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
http://academic.oup.com/evolut/article-lookup/doi/10.1093/evolut/qpad194#supplementary-data
https://doi.org/10.1093/sysbio/syu030
https://doi.org/10.1093/sysbio/syu030
https://doi.org/10.1002/j.1537-2197.1992.tb13747.x
https://doi.org/10.1016/j.phytochem.2011.03.023
https://doi.org/10.1016/j.phytochem.2011.03.023
https://doi.org/10.3389/fevo.2021.727471
https://doi.org/10.3389/fphys.2019.00972
https://doi.org/10.3389/fphys.2019.00972
https://doi.org/10.1111/jeb.14165
https://doi.org/10.1111/j.1558-5646.1968.tb03463.x
https://doi.org/10.1146/annurev.es.13.110182.002105
https://doi.org/10.1146/annurev.es.13.110182.002105
https://doi.org/10.1098/rspb.2012.0827
https://doi.org/10.1086/715501
https://doi.org/10.1007/s11103-014-0176-y
https://doi.org/10.1007/s11103-014-0176-y
https://doi.org/10.3389/fpls.2020.01154
https://doi.org/10.3389/fpls.2020.01154
https://doi.org/10.1111/j.1438-8677.1991.tb00245.x
https://doi.org/10.1111/j.1438-8677.1991.tb00245.x


109

Gfrerer, E., Laina, D., Gibernau, M., Fuchs, R., Happ, M., Tolasch, T., 
Trutschnig, W., Hörger, A. C., Comes, H. P., & Dötterl, S. (2021). 
Floral scents of a deceptive plant are Hyperdiverse and under pop-
ulation-specific phenotypic selection. Frontiers in Plant Science, 12, 
719092. https://doi.org/10.3389/fpls.2021.719092

Givnish, T. J., Spalink, D., Ames, M., Lyon, S. P., Hunter, S. J., Zuluaga, 
A., Iles, W. J. D., Clements, M. A., Arroyo, M. T. K., Leebens-Mack, 
J., Endara, L., Kriebel, R., Neubig, K. M., Whitten, W. M., Williams, 
N. H., & Cameron, K. M. (2015). Orchid phylogenomics and mul-
tiple drivers of their extraordinary diversification. Proceedings of 
the Royal Society B: Biological Sciences, 282(1814), 20151553. 
https://doi.org/10.1098/rspb.2015.1553

Grant, V. (1949). Pollination systems as isolating mecha-
nisms in angiosperms. Evolution, 3(1), 82–97. https://doi.
org/10.1111/j.1558-5646.1949.tb00007.x

Guo, M., Du, L., Chen, Q., Feng, Y., Zhang, J., Zhang, X., Tian, K., 
Cao, S., Huang, T., Jacquin-Joly, E., Wang, G., & Liu, Y. (2021). 
Odorant receptors for detecting flowering plant cues are function-
ally conserved across moths and butterflies. Molecular Biology 
and Evolution, 38(4), 1413–1427. https://doi.org/10.1093/molbev/
msaa300

Harmon, L., Pennell, M., Brock, C., Brown, J., Challenger, W., Eastman, 
J., FitzJohn, R., Glor, R., Hunt, G., Revell, L., Slater, G., & Uyeda, 
J.; J. W. and C. Team (corrections in 2022). (2023). geiger: Analysis 
of evolutionary diversification. https://cran.r-project.org/web/pack-
ages/geiger/index.html

Harmon, L. J., Schulte, J. A., Larson, A., & Losos, J. B. (2003). Tempo 
and mode of evolutionary radiation in Iguanian lizards. Science, 
301(5635), 961–964. https://doi.org/10.1126/science.1084786

Henske, J., Saleh, N. W., Chouvenc, T., Ramírez, S. R., & Eltz, T. (2023). 
Function of environment-derived male perfumes in orchid bees. 
Current Biology, 33(10), 2075–2080.e3. https://doi.org/10.1016/j.
cub.2023.03.060

Hetherington-Rauth, M. C., & Ramírez, S. R. (2016). Evolution and 
diversity of floral scent chemistry in the euglossine bee-pollinated 
orchid genus Gongora. Annals of Botany, 118(1), 135–148. https://
doi.org/10.1093/aob/mcw072

Hills, H. G., Williams, N. H., & Dodson, C. H. (1972). Floral fragranc-
es and isolating mechanisms in the genus Catasetum (Orchidaceae). 
Biotropica, 4(2), 61–76. https://doi.org/10.2307/2989728

Huang, Z. -Y., Ye, R. -Y., Yu, H. -L., Li, A. -T., & Xu, J. -H. (2021). Min-
ing methods and typical structural mechanisms of terpene cyclases. 
Bioresources and Bioprocessing, 8, 66.

Jin, Y., & Qian, H. (2022). VPhyloMaker2: An updated and enlarged 
R package that can generate very large phylogenies for vascular 
plants. Plant Divers, 44(4), 335–339. https://doi.org/10.1016/j.
pld.2022.05.005

Joffard, N., Arnal, V., Buatois, B., Schatz, B., & Montgelard, C. (2020). 
Floral scent evolution in the section Pseudophrys: Pollinator-medi-
ated selection or phylogenetic constraints? Plant Biology (Stuttgart, 
Germany), 22(5), 881–889. https://doi.org/10.1111/plb.13104

Junker, R. R. (2018). A biosynthetically informed distance measure 
to compare secondary metabolite profiles. Chemoecology, 28(1), 
29–37. https://doi.org/10.1007/s00049-017-0250-4

Junker, R. R., Kuppler, J., Amo, L., Blande, J. D., Borges, R. M., van 
Dam, N. M., Dicke, M., Dötterl, S., Ehlers, B. K., Etl, F., Ger-
shenzon, J., Glinwood, R., Gols, R., Groot, A. T., Heil, M., Hoff-
meister, M., Holopainen, J. K., Jarau, S., John, L., … Köllner, T. 
G. (2018). Covariation and phenotypic integration in chemical 
communication displays: Biosynthetic constraints and eco-evolu-
tionary implications. New Phytologist, 220(3), 739–749. https://
doi.org/10.1111/nph.14505

Karunanithi, P. S., & Zerbe, P. (2019). Terpene synthases as metabolic 
gatekeepers in the evolution of plant Terpenoid chemical diversi-
ty. Frontiers in Plant Science, 10, 1166. https://doi.org/10.3389/
fpls.2019.01166

Kembel, S. W., Cowan, P. D., Helmus, M. R., Cornwell, W. K., Morlon, 
H., Ackerly, D. D., Blomberg, S. P., & Webb, C. O. (2010). Pican-
te: R tools for integrating phylogenies and ecology. Bioinformat-

ics, 26(11), 1463–1464. https://doi.org/10.1093/bioinformatics/
btq166

Knudsen, J. T. (2002). Variation in floral scent composition within and 
between populations of Geonoma macrostachys (Arecaceae) in the 
western Amazon. American Journal of Botany, 89(11), 1772–1778. 
https://doi.org/10.3732/ajb.89.11.1772

Li, N., Dong, Y., Lv, M., Qian, L., Sun, X., Liu, L., Cai, Y., & Fan, H. 
(2021). Combined analysis of volatile Terpenoid metabolism and 
transcriptome reveals transcription factors related to terpene syn-
thase in two cultivars of dendrobium officinale flowers. Frontiers in 
Genetics, 12, 661296. https://doi.org/10.3389/fgene.2021.661296

Mant, J., Peakall, R., & Schiestl, F. P. (2005). Does selection on flo-
ral odor promote differentiation among populations and species 
of the sexually deceptive orchid genus Ophrys? Evolution, 59(7), 
1449–1463.

Milet-Pinheiro, P., Domingos-Melo, A., Olivera, J. B., Albuquerque, N. 
S. L., Costa, A. C. G., Albuquerque-Lima, S., Silva, M. F. R., Na-
varro, D. M. A. F., Maia, A. C. D., Gundersen, L. -L., Schubert, 
M., Dötterl, S., & Machado, I. C. (2021). A Semivolatile floral 
scent marks the shift to a novel pollination system in bromeliads. 
Current Biology, 31(4), 860–868.e4. https://doi.org/10.1016/j.
cub.2020.11.012

Milet-Pinheiro, P., & Gerlach, G. (2017). Biology of the Neotropical or-
chid genus Catasetum: A historical review on floral scent chemistry 
and pollinators. Perspectives in Plant Ecology Evolution and Sys-
tematics, 27, 23–34. https://doi.org/10.1016/j.ppees.2017.05.004

Milet-Pinheiro, P., Navarro, D. M. A. F., Dötterl, S., Carvalho, A. T., 
Pinto, C. E., Ayasse, M., & Schlindwein, C. (2015). Pollination bi-
ology in the dioecious orchid Catasetum uncatum: How does floral 
scent influence the behaviour of pollinators? Phytochemistry, 116, 
149–161.

Nemésio, A. (2009). Orchid bees (Hymenoptera: Apidae) of the Bra-
zilian Atlantic Forest. Zootaxa, 2041(1), 1–242. https://doi.
org/10.11646/zootaxa.2041.1.1

Nogueira, P. C. de L., Marsaioli, A. J., Amaral, M. C. E., & Bittrich, V. 
(1998). The fragrant floral oils of tovomita species. Phytochemis-
try, 49, 1009–1012.

Oksanen, J., Simpson, G. L., Guillaume Blanchet, F., Kindt, R., Leg-
endre, P., O’Hara, R. B., Solymos, P., Stevens, M. H. H., Szoecs, 
E., Wagner, H., Barbour, M., Bolker, B., Borcard, D., Carvalho, G., 
Chirico, M., De Caceres, M., Durand, S., Antoniazi, H. B., Fitz-
John, R., … Weedon, J. (2022). Vegan: Community ecology pack-
age. https://cran.r-project.org/web/packages/vegan/index.html

Ollerton, J., Winfree, R., & Tarrant, S. (2011). How many flowering 
plants are pollinated by animals? Oikos, 120(3), 321–326. https://
doi.org/10.1111/j.1600-0706.2010.18644.x

Opedal, H., Gross, K., Chapurlat, E., Parachnowitsch, A., Joffard, N., 
Sletvold, N., Ovaskainen, O., & Friberg, M. (2022). Measuring, 
comparing and interpreting phenotypic selection on floral scent. 
Journal of Evolutionary Biology, 35(11), 1432–1441. https://doi.
org/10.1111/jeb.14103

Parachnowitsch, A. L., Raguso, R. A., & Kessler, A. (2012). Phenotypic 
selection to increase floral scent emission, but not flower size or co-
lour in bee-pollinated Penstemon digitalis. New Phytologist, 195(3), 
667–675. https://doi.org/10.1111/j.1469-8137.2012.04188.x

Pérez-Escobar, O. A., Chomicki, G., Condamine, F. L., de Vos, J. M., 
Martins, A. C., Smidt, E. C., Klitgård, B., Gerlach, G., & Heinrichs, 
J. (2017a). Multiple geographical origins of environmental sex de-
termination enhanced the diversification of Darwin’s favourite or-
chids. Scientific Reports, 7, 12878.

Pérez-Escobar, O. A., Chomicki, G., Condamine, F. L., Karremans, A. P., 
Bogarín, D., Matzke, N. J., Silvestro, D., & Antonelli, A. (2017b). 
Recent origin and rapid speciation of Neotropical orchids in the 
world’s richest plant biodiversity hotspot. New Phytologist, 215(2), 
891–905. https://doi.org/10.1111/nph.14629

Petrén, H., Köllner, T. G., & Junker, R. R. (2023). Quantifying chemo-
diversity considering biochemical and structural properties of com-
pounds with the R package chemodiv. New Phytologist, 237(6), 
2478–2492. https://doi.org/10.1111/nph.18685

Evolution (2024), Vol. 78, No. 1
D

ow
nloaded from

 https://academ
ic.oup.com

/evolut/article/78/1/98/7332162 by U
niversity of C

alifornia, D
avis - Library user on 19 January 2024

https://doi.org/10.3389/fpls.2021.719092
https://doi.org/10.1098/rspb.2015.1553
https://doi.org/10.1111/j.1558-5646.1949.tb00007.x
https://doi.org/10.1111/j.1558-5646.1949.tb00007.x
https://doi.org/10.1093/molbev/msaa300
https://doi.org/10.1093/molbev/msaa300
https://cran.r-project.org/web/packages/geiger/index.html
https://cran.r-project.org/web/packages/geiger/index.html
https://doi.org/10.1126/science.1084786
https://doi.org/10.1016/j.cub.2023.03.060
https://doi.org/10.1016/j.cub.2023.03.060
https://doi.org/10.1093/aob/mcw072
https://doi.org/10.1093/aob/mcw072
https://doi.org/10.2307/2989728
https://doi.org/10.1016/j.pld.2022.05.005
https://doi.org/10.1016/j.pld.2022.05.005
https://doi.org/10.1111/plb.13104
https://doi.org/10.1007/s00049-017-0250-4
https://doi.org/10.1111/nph.14505
https://doi.org/10.1111/nph.14505
https://doi.org/10.3389/fpls.2019.01166
https://doi.org/10.3389/fpls.2019.01166
https://doi.org/10.1093/bioinformatics/btq166
https://doi.org/10.1093/bioinformatics/btq166
https://doi.org/10.3732/ajb.89.11.1772
https://doi.org/10.3389/fgene.2021.661296
https://doi.org/10.1016/j.cub.2020.11.012
https://doi.org/10.1016/j.cub.2020.11.012
https://doi.org/10.1016/j.ppees.2017.05.004
https://doi.org/10.11646/zootaxa.2041.1.1
https://doi.org/10.11646/zootaxa.2041.1.1
https://cran.r-project.org/web/packages/vegan/index.html
https://doi.org/10.1111/j.1600-0706.2010.18644.x
https://doi.org/10.1111/j.1600-0706.2010.18644.x
https://doi.org/10.1111/jeb.14103
https://doi.org/10.1111/jeb.14103
https://doi.org/10.1111/j.1469-8137.2012.04188.x
https://doi.org/10.1111/nph.14629
https://doi.org/10.1111/nph.18685


110 Liu et al.

Pichersky, E., & Raguso, R. A. (2018). Why do plants produce so many 
terpenoid compounds? New Phytologist, 220(3), 692–702. https://
doi.org/10.1111/nph.14178

Raguso, R. A., Levin, R. A., Foose, S. E., Holmberg, M. W., & McDade, 
L. A. (2003). Fragrance chemistry, nocturnal rhythms and pollina-
tion “syndromes” in Nicotiana. Phytochemistry, 63(3), 265–284. 
https://doi.org/10.1016/s0031-9422(03)00113-4

Ramírez, S., & Dressler, R. L. (2002). Abejas euglosinas (Hymenoptera: 
Apidae) de la Región Neotropical: Listado de especies con notas 
sobre su biología. Biota Colombiana, 3, 7–118.

Ramírez, S. R., Eltz, T., Fujiwara, M. K., Gerlach, G., Gold-
man-Huertas, B., Tsutsui, N. D., & Pierce, N. E. (2011). Asyn-
chronous diversification in a specialized plant-pollinator mutu-
alism. Science, 333(6050), 1742–1746. https://doi.org/10.1126/
science.1209175

Ramírez, S. R., Roubik, D. W., Skov, C., & Pierce, N. E. (2010). Phy-
logeny, diversification patterns and historical biogeography of eu-
glossine orchid bees (Hymenoptera: Apidae). Biological Journal of 
the Linnean Society, 100, 552–572.

Ramos, S. E., & Schiestl, F. P. (2020). Evolution of floral fragrance is 
compromised by herbivory. Frontiers in Ecology and Evolution, 8, 
30. https://doi.org/10.3389/fevo.2020.00030

R Core Team. (2022). R: A language and environment for statistical 
computing. R Foundation for Statistical Computing. http://ww-
w.r-project.org/

Revell, L. J. (2012). phytools: An R package for phylogenetic com-
parative biology (and other things). Methods in Ecology and 
Evolution, 3(2), 217–223. https://doi.org/10.1111/j.2041-210x. 
2011.00169.x

Sayers, T. D. J., Johnson, K. L., Steinbauer, M. J., Farnier, K., & Mill-
er, R. E. (2021). Divergence in floral scent and morphology, but 
not thermogenic traits, associated with pollinator shift in two 
brood-site-mimicking Typhonium (Araceae) species. Annals of Bot-
any, 128(3), 261–280. https://doi.org/10.1093/aob/mcab044

Sazima, M., Vogel, S., Cocucci, A., & Hausner, G. (1993). The perfume 
flowers of Cyphomandra (Solanaceae): Pollination by euglossine 
bees, bellows mechanism, osmophores, and volatiles. Plant Sys-
tematics and Evolution, 187(1–4), 51–88. https://doi.org/10.1007/
bf00994091

Srividya, N., Davis, E. M., Croteau, R. B., & Lange, B. M. (2015).  
Functional analysis of (4S)-limonene synthase mutants reveals de-
terminants of catalytic outcome in a model monoterpene synthase. 
Proceedings of the National Academy of Sciences of the United 
States of America, 112, 3332–3337.

Svensson, G. P., Pellmyr, O., & Raguso, R. A. (2011). Pollinator attrac-
tion to volatiles from virgin and pollinated host flowers in a yucca/
moth obligate mutualism. Oikos, 120(10), 1577–1583. https://doi.
org/10.1111/j.1600-0706.2011.19258.x

Teichert, H., Dötterl, S., Zimma, B., Ayasse, M., & Gottsberger, G. 
(2009). Perfume-collecting male euglossine bees as pollinators of 
a basal angiosperm: The case of Unonopsis stipitata (Annonace-
ae). Plant Biology (Stuttgart, Germany), 11(1), 29–37. https://doi.
org/10.1111/j.1438-8677.2008.00101.x

Trunschke, J., Lunau, K., Pyke, G. H., Ren, Z. -X., & Wang, H. (2021). 
Flower color evolution and the evidence of pollinator-mediat-
ed selection. Frontiers in Plant Science, 12, 617851. https://doi.
org/10.3389/fpls.2021.617851

Verdonk, J. C., Haring, M. A., van Tunen, A. J., & Schuurink, R. C. 
(2005). ODORANT1 regulates fragrance biosynthesis in petunia 
flowers. Plant Cell, 17(5), 1612–1624. https://doi.org/10.1105/
tpc.104.028837

Vogel, S. (1966). Parfümsammelnde Bienen als Bestäuber von Orchi-
daceen und Gloxinia. Österreichische Botanische Zeitschrift, 113, 
302–361.

Vogt, T. (2010). Phenylpropanoid biosynthesis. Molecular Plant, 3(1), 
2–20. https://doi.org/10.1093/mp/ssp106

Waser, N. M., & Ollerton, J. (Eds). (2006). Plant-pollinator interac-
tions: From specialization to generalization. University of Chicago 
Press.

Weber, M. G., Cacho, N. I., Phan, M. J. Q., Disbrow, C., Ramírez, S. R., 
& Strauss, S. Y. (2018). The evolution of floral signals in relation 
to range overlap in a clade of California jewelflowers (Streptanthus 
sl). Evolution, 72(4), 798–807. https://doi.org/10.1111/evo.13456

Weber, M. G., Mitko, L., Eltz, T., & Ramírez, S. R. (2016). Macroevo-
lution of perfume signalling in orchid bees. Ecology Letters, 19(11), 
1314–1323. https://doi.org/10.1111/ele.12667

Whitten, W. M., Williams, N. H., Armbruster, W. S., Battiste, M. A., 
Strekowski, L., & Lindquist, N. (1986). Carvone oxide: An exam-
ple of convergent evolution in euglossine pollinated plants. System-
atic Botany, 11(1), 222–228. https://doi.org/10.2307/2418960

Whitten, W. M., Young, A. M., & Stern, D. L. (1993). Nonfloral sources 
of chemicals that attract male euglossine bees (Apidae: Euglossi-
ni). Journal of Chemical Ecology, 19(12), 3017–3027. https://doi.
org/10.1007/BF00980599

Williams, N. H., & Dodson, C. H. (1972). Selective attraction of male 
euglossine bees to orchid floral fragrances and its importance in 
long distance pollen flow. Evolution, 26(1), 84–95. https://doi.
org/10.1111/j.1558-5646.1972.tb00176.x

Xu, S., Schlüter, P. M., Grossniklaus, U., & Schiestl, F. P. (2012). The ge-
netic basis of pollinator adaptation in a sexually deceptive orchid. 
PLoS Genetics, 8(8), e1002889. https://doi.org/10.1371/journal.
pgen.1002889

Zu, P., Blanckenhorn, W. U., & Schiestl, F. P. (2016). Heritability of 
floral volatiles and pleiotropic responses to artificial selection in 
Brassica rapa. New Phytologist, 209(3), 1208–1219. https://doi.
org/10.1111/nph.13652

D
ow

nloaded from
 https://academ

ic.oup.com
/evolut/article/78/1/98/7332162 by U

niversity of C
alifornia, D

avis - Library user on 19 January 2024

https://doi.org/10.1111/nph.14178
https://doi.org/10.1111/nph.14178
https://doi.org/10.1016/s0031-9422(03)00113-4
https://doi.org/10.1126/science.1209175
https://doi.org/10.1126/science.1209175
https://doi.org/10.3389/fevo.2020.00030
http://www.r-project.org/
http://www.r-project.org/
https://doi.org/10.1111/j.2041-210x.2011.00169.x
https://doi.org/10.1111/j.2041-210x.2011.00169.x
https://doi.org/10.1093/aob/mcab044
https://doi.org/10.1007/bf00994091
https://doi.org/10.1007/bf00994091
https://doi.org/10.1111/j.1600-0706.2011.19258.x
https://doi.org/10.1111/j.1600-0706.2011.19258.x
https://doi.org/10.1111/j.1438-8677.2008.00101.x
https://doi.org/10.1111/j.1438-8677.2008.00101.x
https://doi.org/10.3389/fpls.2021.617851
https://doi.org/10.3389/fpls.2021.617851
https://doi.org/10.1105/tpc.104.028837
https://doi.org/10.1105/tpc.104.028837
https://doi.org/10.1093/mp/ssp106
https://doi.org/10.1111/evo.13456
https://doi.org/10.1111/ele.12667
https://doi.org/10.2307/2418960
https://doi.org/10.1007/BF00980599
https://doi.org/10.1007/BF00980599
https://doi.org/10.1111/j.1558-5646.1972.tb00176.x
https://doi.org/10.1111/j.1558-5646.1972.tb00176.x
https://doi.org/10.1371/journal.pgen.1002889
https://doi.org/10.1371/journal.pgen.1002889
https://doi.org/10.1111/nph.13652
https://doi.org/10.1111/nph.13652

