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POINTS OF VIEW

Contemporary Philosophy and Methods for Studying Speciation and
Delimiting Species

Frank T. Burbrink! and Sara Ruane?

Species delimitation is a first step for realizing the extent of biodiversity and is relevant for all downstream applications
in biology. The production of large genome-scale datasets for non-model organisms combined with the development of
methodological tools have allowed researchers to examine fine-scale processes of speciation such as timing of origin,
degree of migration, population-size changes, selection, drift, and recombination. Studies using reptiles and
amphibians have, in part, paved the way for the development and use of such methods for exploring speciation and
delimitation. While these methodologies have improved our understanding of processes of diversification, researchers
are far from agreeing upon a set of criteria to delimit species. In cases where genetic lineages are discovered that are
unique to geographic areas, researchers usually agree that two entities exist. Disagreement about taxonomic status
often centers on the degree of reproductive isolation between taxa and probability of remaining distinct. However,
reproductive isolation is frequently inferred without examining gene flow, understanding the nature of hybrid zones,
or determining the amount and type of introgression. Here, we review some of the vexing problems for delimiting
reptiles and amphibians, which include isolation by distance, gene flow and differential allelic introgression, hybrid
zone dynamics, and the nature of genomic islands of divergence. We also respond to recent literature criticizing model-
based species delimitation in North American snakes in the context of these methodological advancements and address
how scientists can move forward with studies on speciation.

ers working in systematics and the outcomes affect all

downstream applications including studies on biodi-
versity, evolution, ecology, physiology, and even medicine.
Setting methodological standards for delimiting species may
be useful, but as our ability to generate larger datasets and
address more complex phenomena change, these sets of
standards will, of course, also have to change. Massive
genetic datasets analyzed with modern computational
methods, frequently integrated with morphology and ecol-
ogy, enable researchers to study the processes of speciation at
a fine-scale level. These advances have already been applied
in numerous herpetological studies that examine timing,
area of origin, and diversification in reptiles and amphibians
(Wollenberg Valero et al., 2019; Leaché et al., 2020),
including snakes (Schield et al., 2017; Myers et al., 2019a,
2019b; Thanou et al., 2020), lizards (Brown et al., 2016; Tollis
et al., 2018; Kolora et al., 2019), crocodilians (Srikulnath et
al., 2015; Pacheco-Sierra et al., 2018), turtles (Georges et al.,
2018; Scott et al., 2018; Martin et al.,, 2020), tuataras
(Gemmell et al., 2020), frogs (Wang et al., 2018; Bell and
Irian, 2019; Dufresnes et al., 2020a), salamanders (Hime et
al., 2016; Bryson et al., 2018; Jones and Weisrock, 2018), and
caecilians (Torres-Sanchez et al., 2019).

Datasets used to examine the origins of species are quickly
trending towards genome-scale data that when combined
with evolutionary models can help us better determine the 1)
timing of origins of species, 2) the degree of migration

S PECIES delimitation is a primary objective for research-

between species, 3) variation in historical demography
relative to environmental change, and 4) the effect of habitat
or geographic isolation on reptile and amphibian communi-
ties; this is well illustrated in recent studies on reptiles and
amphibians (e.g., Ptychadena, Reyes-Velasco et al., 2018;
sphenomorphine skinks, Singhal et al., 2018; Pseudacris,
Banker et al., 2019; North American snakes, Myers et al.,
2019a, 2019b, 2020; multiple African reptiles and amphib-
ians, Leaché et al.,, 2020). Genome-scale sampling is also
being used to explore phylogeny at deeper levels such as the
origins of squamates (Burbrink et al., 2020; Singhal et al.,
2021), Neotropical crocodiles (Milian-Garcia et al., 2020),
amphibians (Hime et al., 2021), and turtles within Amniota
(Crawford et al., 2012). The currency used to run these
model-based methods includes anonymous loci using re-
striction-site-based approaches (RAD-seq; ddRAD-seq; geno-
type by sequencing, GBS) or conserved loci sequenced via
target-capture approaches (ultraconserved elements, UCEs;
anchored hybrid enrichment, AHE; or more specifically for
herpetology, squamate conserved loci, SqQCL, and FrogCap;
Miller et al., 2007; Elshire et al., 2011; Faircloth et al., 2012;
Lemmon et al., 2012; Singhal et al., 2017; Hutter et al., 2019,
bioRxiv: 825307). Restriction-based approaches usually pro-
duce >10,000 short loci (~50-150 bp) with thousands of
single-nucleotide polymorphisms (SNPs) and target-capture
datasets generate hundreds to thousands of longer loci
(~200-2000 bp). At greater expense, a variety of platforms
can be used to sequence the whole genome, producing
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chromosomal levels of assembly. Whole genomes are being
used to address questions in evolutionary biology, ecology,
and physiology for reptiles and amphibians (e.g., Nanorana,
Wang et al., 2018; Lacerta, Kolora et al., 2019; Python, Castoe
et al., 2013; Crotalus, Schield et al., 2019; Sphenodon, Gemmel
et al.,, 2020; Macey et al,, 2021) and soon processes of
speciation. We also note major advances towards generating
high-resolution images of external and internal morpholog-
ical features to better describe and quantify anatomical
structures through the use of technology such as micro-
computed tomography (CT) data (Broeckhoven and Du
Plessis, 2018). With adequate sampling of individuals and
genome-scale data combined with models accounting for a
wide variety of speciation processes, we can more accurately
delimit species, realize the complexity of how species are
formed, revise general taxonomy within herpetology, and
properly grasp the tree of life.

Delimiting species using any kind of data must be
connected to a species concept. Unfortunately, though,
determining when a population should conceptually and
operationally be considered a species remains the thorniest of
problems. A strict interpretation of reproductive isolation
from the biological species concept (BSC), as well as many
other concepts (Mayr, 1942; Wiley, 1978; Eldredge and
Cracraft, 1980; Hey, 2001), is now bound within the general
lineage species concept, which is the framework we use
throughout our discussion here. This concept maintains that
distinct species comprise separately evolving metapopula-
tions. The theory is derived from the evolutionary species
concept where unique species are lineages that retain distinct
evolutionary trajectories (Simpson, 1951; Wiley, 1978; Frost
and Kluge, 1994; de Queiroz, 1998, 2007). Therefore,
previous concepts (e.g., biological, phylogenetic, ecological,
morphological) simply operate as criteria for determining if
lineages have independently diverged. Importantly for
delimiting species using genetic data, evolutionary concepts
of speciation have been conceptualized by the aspatial gray
zone of speciation, a graph showing the trajectory of two
populations in continuous gene flow at deep-time scales with
nearly complete reproductive isolation at more recent time
scales (Frost and Kluge, 1994; de Queiroz, 1998, 2007; Roux
et al.,, 2016). Phylogeographic studies often discover geo-
graphic lineages in this intermediate position of the gray
zone, where distinct lineages can be detected but gene flow
continues (Roux et al., 2016; Leaché et al., 2019). These
lineages could therefore be in the process of reducing gene
flow and emerging as biological species, increasing gene flow
and merging into a single species, or remain in a state of low-
level gene flow. Even though it is clear that two recognizable
geographic entities exist, this intermediate position in the
gray zone underscores where acrimonious debates on
recognizing species occur. Here, researchers often consider
the degree of gene flow and how this may render distinct
lineages as transient; naming these entities could be
considered premature without some metric of hybridization.
Unfortunately, applying a measure of reproductive isolation
still enforces the BSC as the ultimate arbitrator for delimiting
species. This non-phylogenetic species concept in many
cases will group unique, non-sister taxa because they fail to
be reproductively isolated. Therefore, classification will not
follow genealogy and the BSC will distort phylogenetic
history (Rosen, 1978; Cracraft, 1983; Velasco, 2008). It may
be just as useful to recognize the independent history of
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lineages as species prior to hybridization particularly since
the existence of these lineages must be recognized before
understanding the extent of hybridization (Nelson and
Platnick, 1981).

Another concern voiced by some taxonomists is that when
using genetic datasets, the potential to artificially subdivide
groups that are not representative of unique species increases
(Bauer et al.,, 2011; Galtier, 2019; Leaché et al., 2019).
Methodologies should be able to differentiate species from
artificially designated genetic clusters regardless of the upper
boundary of loci analyzed by researchers. This then increases
difficulty two-fold: 1) properly identifying unique geographic
lineages and 2) correctly determining if geographic lineages
represent unique evolutionary trajectories. For the second
part, applying a metric of strict reproductive isolation is
unhelpful; two species can maintain unique evolutionary
trajectories even when some level of gene flow is maintained
heterogeneously throughout the genome (Mallet, 1995;
Edwards et al., 2020). Ironically, while researchers have not
agreed on how to delimit species, even with whole-genome
datasets, studying divergence has become more tractable
(Galtier, 2019). Where two historical entities have been
identified, processes of divergence can be studied along
several predictable avenues of research.

Herein, we review methods used to dissect the gray zone of
speciation, usually involving a complex process that includes
the six major parameters in evolutionary biology: mutation,
genetic drift, selection, migration, recombination, and
population demography (Harvey et al., 2019; Penalba and
Wolf, 2020). Currently, no method has been developed to
seamlessly provide a single framework to model speciation
using all of these parameters simultaneously. However, we
examine progress made to integrate many of these parame-
ters, highlighting coalescent theory-based methods, which,
for modern studies in herpetology, have dominated the field
over the last two decades. Beyond the assumptions and
findings made by the coalescent, we address the importance
of properly detecting lineages, understanding selection, the
formation of hybrid zones and maintenance of reproductive
isolation, and the effects of recombination, genetic drift, and
differential introgression of alleles on species boundaries. We
then respond to some recent criticisms of model-based
methods for inferring species boundaries within herpetolog-
ical systems and provide suggestions for ways to ameliorate
these problems.

IDENTIFYING GEOGRAPHIC LINEAGES AND ISOLATION BY
DISTANCE

The first step for identifying candidate species is to examine
the structure of genetic or morphological discontinuities over
a landscape. Most species initially formed due to some degree
of extrinsic reproductive isolation, such as allopatry or
parapatry (Kozak and Wiens, 2006), though the less common
sympatric speciation is possible (not examined here; see
Fitzpatrick et al., 2009; Edwards et al., 2020). Functionally,
detecting independently evolving lineages using genetic data
should minimally show that putative species occupy geo-
graphically discrete areas. These putative species must have
acquired more substitutions via selection or drift between
them than those within their respective populations (Ran-
nala, 2015). Since the advent of phylogeography, detecting
geographic structure over a landscape has been accomplished



876

via tree-based or population clustering methods, plotting the
locations of individuals from these groups on a map, and
subsequently testing species boundaries and processes re-
sponsible for the origins of these groups using coalescent or
integrated-data models (Avise, 2000a; Pritchard et al., 2000;
Knowles and Carstens, 2007a; Knowles et al., 2007; Jombart
et al., 2008; Fujita and Leaché, 2010; Leaché and Fujita,
2010).

Crucially, inferences on species boundaries rendered by
clustering of allelic data alone or in the context of geography
and coalescent estimators may be in error given isolation by
distance (IBD) effects (Wright, 1943; Slatkin, 1993). Isolation
by distance proposes that migration among populations
decreases continuously with increasing spatial distance
between populations. Where intermediate populations re-
main unsampled, distinct but spurious lineages appear to
have formed near spatial endpoints. This is in contrast to
when geographic groupings form due to adaptation to
unique habitats (i.e., ecological speciation or isolation by
ecology or adaptation), become isolated by physical barriers
preventing gene flow (isolation by barrier), or a combination
of both (Mayr, 1963; Avise, 2000a; Rundle and Nosil, 2005;
Schluter, 2009; Pyron and Burbrink, 2010; Pyron et al., 2015).
Multiple phylogeographic studies on reptiles and amphibi-
ans have demonstrated the importance of such environmen-
tal and physical barriers in structuring populations and
promoting speciation, e.g., African frogs (Barratt et al., 2018),
Anolis (Gray et al., 2019), Boa (Card et al.,, 2016), Hyla
(Dufresnes et al., 2018, 2019), and Liopholis (Atkins et al.,
2020). Poor sampling across the ranges of species will not
account for population connectivity, and it is likely to
exacerbate the probability of finding artificial geographic
groups (Mason et al.,, 2020). It is imperative therefore to
establish that the observed geographic clustering is not
predicted by IBD to avoid subdividing potential lineages
within a species unnecessarily (Yang, 2004; Jensen et al.,
2005). The minimum divergence across the landscape must
be in excess of what would be predicted by IBD alone to
understand the effect of contemporary or historical climate
and geographic barriers on genetic structure. However,
knowing the minimum amount of sampling necessary to
exclude the effects of IBD is complex given the interactions
among several variables: the size of the range, dispersal
distance, genetic variation, and variable migration rates
among populations. This is likely to be an especially
important consideration for herpetological studies. For many
reptiles and amphibians, extensive range-wide sampling is
difficult given that populations may occur at low frequencies
and seasonally, and the total area occupied can be large and
discontinuous and cover numerous political boundaries.

Several methods have been used to address the effects of
IBD on population structures given genomic data and the
location of individuals alone. For instance, effective estimates
of migration surfaces (EEMS; Petkova et al., 2016) can
visualize where genetic similarity by migration decays faster
than expected by IBD, thus highlighting areas of reduced
gene flow at geographic boundaries. This method has been
used successfully in studies on reptiles and amphibians to
identify areas of low migration (Homola et al., 2019; Myers et
al., 2019b; Chan and Brown, 2020; Burbrink et al., 2021).
Modeling population structure given continuous (geograph-
ic) and discrete (reproductive isolation) processes can be used
to separate clines vs. geographic clusters using programs such
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as conStruct (Bradburd et al., 2018). Additionally, redundan-
cy analyses or machine learning can be used to isolate non-
spatial effects on genetic structure, fully supplanting reliance
on incorrect Mantel tests (Diniz-Filho et al., 2013; Burbrink et
al.,, 2021; Martin et al., 2021). Resistance or conductive
surfaces representing spatial and environmental covariates
on genetic dissimilarity between mapped individuals can also
partial out the effects of space of population structure
(Peterman and Pope, 2021), though these methods may
only indicate that genetic changes are occurring over
environmental gradients. Identifying candidates that may
be distinct species occurs where geographically continuous
groups are inferred from divergences in excess of those
predicted by IBD, which may be due to adaptations to
different environments or isolation at particular barriers. For
many researchers, determining if these entities are species
still comes down to the degree of gene flow, which can then
be further examined via coalescent methods, diffusion
techniques, or hybrid zone dynamics.

COALESCENT SPECIES DELIMITATION

Many contemporary methods for studying population
history and speciation rely on some form of the coalescent
model (Kingman, 1982; Griffiths and Tavaré, 1994; Wakeley,
2008). Within herpetology, coalescent-based methods have
been frequently used to help identify candidates for
additional investigation and/or delimit species across every
continent inhabited by reptiles and amphibians (e.g., Hemi-
dactylus, Leaché and Fujita, 2010; Ptychozoon, Brown et al.,
2012; Euparkerella, Fusinatto et al., 2013; Leptopelis, Portillo et
al., 2015; Plethodon, Kuchta et al., 2016, 2018; Carlia, Afonso
Silva et al., 2017; Eupsophus, Correa et al., 2017; Tropidurus,
Domingos et al., 2017; Pseudechis, Maddock et al., 2017;
Podarcis, Psonis et al., 2017; Rana, Yang et al., 2017; Mesaspis,
Solano-Zavaleta and Nieto-Montes de Oca, 2018; Eurycea,
Devitt et al., 2019; Philothamnus, Engelbrecht et al., 2019;
Melanophryniscus, Pie et al., 2019; Papuascincus, Slavenko et
al., 2020; Leptotyphlops, Busschau et al., 2021). Coalescent
theory models alleles within populations (or species) back-
wards through time until lineages merge (i.e., coalesce; for a
more detailed description see Degnan and Rosenberg, 2009;
Edwards, 2009). Using neutral loci, these methods allow us to
predict changes in population size and address timing of
divergences leading to testable theories about the origins of
species (Knowles and Maddison, 2002; Drummond et al.,
2005; Fujita et al., 2012; Burbrink et al., 2016; Myers et al.,
2019a, 2019b). Additional parameters can be added to basic
coalescent models to assess migration rates between lineages
(Beerli and Felsenstein, 2001; Won and Hey, 2005), while
other coalescent-based methods can be used to examine
recombination and identify departures from neutrality to
detect unique signatures of selection (McVean et al., 2002;
Harris and Jensen, 2020). Such methods can be scaled up
from the population level to examine relationships among
species; this species-specific model is referred to as the
multispecies coalescent (MSC; Rannala and Yang, 2003) and
may include parameters to address migration, timing, and
historical demography (Hey, 2010). Alternatively, these
parameters can be estimated without with the MSC using
diffusion approximation with the joint frequency spectrum
(Gutenkunst et al.,, 2009). As with any robust statistic,
increasing the size of the genetic datasets scales with
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increasing accuracy provided that the model is correct
(Felsenstein, 2006; Liu et al., 2009; Ruane et al., 2015a).
Coalescent methods provide an explanation of why
individual gene trees often do not follow the same branching
patterns of population or species trees, a concept known as
incomplete lineage sorting (ILS; Maddison and Knowles,
2006; Degnan and Rosenberg, 2009). Looking backwards in
time from contemporary lineages, ILS describes the common
phenomenon where alleles fail to coalesce within the most
immediate speciation event. Genetic polymorphisms scale
with population size; therefore, larger ancestral populations
and recent speciation events will exacerbate the problem of
ILS. Using the MSC for genome-scale datasets incorporates
ILS by modeling species/population splitting given both the
timing of divergence and historical demography. Prior to
considering ILS, many authors used the principle of
reciprocal monophyly by gene to determine if candidate
taxa represent real groups (“good” species). This prediction
may be incorrect for young species with large population
sizes, which are likely to suffer from ILS and therefore will
not generate reciprocally monophyletic genes (Carstens and
Knowles, 2007). Furthermore, when ancestral populations
are large, the timing for reaching reciprocal monophyly for
even half of all loci can be extremely long (Hudson and
Coyne, 2002; Carstens and Knowles, 2007; Rannala and
Yang, 2020). Thus applying the criterion of reciprocal
monophyly may result in failure to recognize distinct species.
Alternately, small and young founder populations could be
incorrectly recognized as species given the criterion of
reciprocal monophyly (Rannala and Yang, 2020).
Coalescent methods have recently been at the heart of
controversial species delimitations (Sukumaran and Knowles,
2017; Leaché et al., 2019). The MSC has been criticized for
improperly identifying species under the assumption that
they delimit population structure and not species structure
(Sukumaran and Knowles, 2017), resulting in taxonomic
inflation affecting downstream fields such as macroecology,
macroevolution, conservation, and medicine. However, the
MSC will likely delimit population structure and deeper
species structure depending on the group and nature of the
data (Leaché et al., 2019). For example, if we chose multiple
deeply sampled individuals from four North American
ratsnakes of the genus Pantherophis, the MSC would correctly
delimit with a probability of 1.0 at each node: P. guttatus (P.
vulpinus (P. obsoletus, P. bairdi)). This topology and the
support for each of these four species would be consistent
with our knowledge until ~2001 (see Conant and Collins,
1998). Exploring population structure within each species
across their geographic ranges using coalescent-based species
delimitation methods would find additional structure con-
sistent with what has subsequently been described as species
within Pantherophis obsoletus, P. guttatus, and P. vulpinus
(Burbrink et al., 2000, 2021; Burbrink, 2001, 2002; Crother et
al.,, 2011; Myers et al.,, 2020). Whether these additional
delimitations represent species or populations may be
difficult to answer using the MSC alone, though morphology
and ecology have aided delimitation in some of these.
Researchers have attempted to model a property referred to
as the conversion factor in a protracted speciation model,
which should infer when populations convert to species
using neutral genetic data (Sukumaran and Knowles, 2017;
Leaché et al., 2019). It is unclear what biological process the
conversion factor represents, though it presumably functions
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as a surrogate for the origin of adaptive traits or endogenous
selection related to intrinsic reproductive isolation. However,
Leaché et al. (2019) pointed out that inferring if an entity is a
species or a population using the protracted speciation model
of Sukumaran and Knowles (2017) is arbitrary given that the
input data (genomic) are uninformative for understanding
this conversion process. Additionally, the methodology
requires reference to a related group where the taxonomy
has been established for estimating the conversion factor in
the target group. Therefore, philosophical and practical
knowledge about speciation is not inherent to the study
system but rather borrowed from “good” species.

The MSC can be used to identify candidate species, such as
when using the program Bayesian Phylogenetics and Phylo-
geography (BPP; Yang and Rannala, 2010; Rannala and Yang,
2020) or when using newer software that simultaneously
addresses gene flow (Jackson et al., 2016; Flouris et al., 2019;
Smith and Carstens, 2020). A disturbing trend suggests that
populations may be artificially delimited as species with
increasing numbers of loci using BPP (Leaché et al., 2019).
However, it is unclear if other MSC-based methods used to
delimit populations/species have this problem (Bryant et al.,
2012). Rather than relying solely on model predictions to
delimit species, it is possible to use estimates from other
parameters derived from coalescent models and determine
where migration times exceed 10* generations, where
migration rates (N,,) <1/generation, and where long-term
migration rates are significantly lower than the frequency at
which F1 hybrids are produced (Leaché et al., 2019). For taxa
in the gray zone, only a single or a few combinations of these
parameters might cross the particular numerical threshold to
indicate species status, still leaving researchers with a difficult
decision to make. Unfortunately, the underlying issue with
using MSC models, even those that incorporate gene flow, is
that researchers fail to provide a measurable criterion that
identifies when a population differs from a species using
neutral genetic data only. This may then render MSC metrics
to delimit species alone problematic without qualification.
Ultimately, if we cannot decide on a well-formulated
definition of species given the intricacies of process discov-
erable in the genome, then we cannot expect models or
metrics to do that job alone.

Applying only a single measure to delimit species is
unlikely to account for the complexity of parameter space
needed to model speciation and therefore has greater
potential for failure (Carstens et al., 2013). Most herpetolo-
gists, however, do not use MSC or other genetic-based
methods exclusively but rather address putative species
delimitations explicitly with other independent data such
as geographic spatial and environmental niche data, ecology,
morphology, estimates of migration rates, reproductive
isolation, mating calls, and even chemical communication
systems. These multifaceted approaches are common in
herpetology, such as in Agkistrodon (Burbrink and Guiher,
2015); Cuora (Spinks et al., 2012); Discoglossus, Pelodytes
(Dufresnes et al., 2020b); Eurycea (Devitt et al., 2019); Eutropis
(Barley et al., 2013); Gonatodes (Pinto et al., 2019); Heteronotia
(Zozaya et al., 2019); Lampropeltis (McKelvy and Burbrink,
2017); Liolaemus (Camargo et al., 2012); Megophrys (Liu et al.,
2018); Mimophis (Ruane et al.,, 2018); Plestiodon (Pavon-
Vazquez et al., 2018); Phyllodactylus (Koch et al., 2016);
Pithecopus (Ramos et al., 2019); Phrynosoma (Leaché et al.,
2009); Pristimantis (Ortega-Andrade et al., 2015); Spea (Neal et
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al., 2018); Tropidurus (Domingos et al., 2017); Tympanocryptis
(Chaplin et al., 2019); Uperoleia (Clulow et al., 2016). At least
in herpetological studies, most evolutionary lineages discov-
ered are partially or completely spatially isolated, suggesting
that frequently used coalescent-based methods do not find
random geographic structure across a species’ range. Demys-
tifying the link between species delimitation and the
processes of speciation using coalescent techniques in part
provides some rationale for the decision that authors make
when choosing to formally name or not name a taxon. At a
minimum, coalescent methods can provide the date of origin
and degree of gene flow sustained through time for taxa of
interest as part of species delimitations and descriptions.
However, there are many other avenues of research impor-
tant for extending our understanding of speciation and
delimitation.

We continue our discussion by examining methodologies
to address processes of speciation that are often not
examined by typical coalescent techniques alone. These
often represent exciting new and rapidly developing meth-
ods using genomic data to understand how lineages diverge
and examine genetic variation in the context of hybrid zones
and clines, genic speciation, differential introgression of loci,
and recombination landscapes.

REPRODUCTIVE ISOLATION AND HYBRID ZONES

The degree of reproductive isolation necessary for lineages to
remain distinct is complex and may not rely on estimates of
migration per generation. This is somewhat counterintuitive
in that lineages must first be discovered to determine if and
how much gene flow occurs between them but would not be
discoverable if gene flow was extensive enough to erase the
signal and presence of those lineages. Therefore, if distinct
evolutionary lineages have been discovered, then gene flow
has not been extensive enough to extinguish their presence.
It is clear that species may form and remain distinct even in
the presence of gene flow (Mayr, 1963; Van Valen, 1976;
Coyne and Orr, 2004; Nosil, 2008, 2012; Feder et al., 2012;
Harrison and Larson, 2014; Ravinet et al., 2017). This has
been extensively documented across a diversity of reptiles
and amphibians (e.g., Bufo, Wooten et al., 2019; Ctenophorus,
Litoria, Melville et al., 2017; Crocodylus, Hekkala et al., 2015;
Graptemys, Godwin et al., 2014; Liolaemus, Olave et al., 2011;
Natrix, Kindler et al., 2017; Plethodon, Chatfield et al., 2010;
Salamandrina, Canestrelli et al., 2015; Terrapene, Cureton et
al., 2011; Thamnophis, Kapfer et al., 2013; Triturus, Arntzen,
2018; also see reviews on gene flow between species in
amphibians and reptiles in Nadachowska, 2010 and Wollen-
berg Valero et al., 2019). Hybridization between well-defined
species is even found across all major clades of lizards
(Janc¢achova-Laskova et al., 2015). As might be expected
given widespread hybridization, the variation in how genes
introgress between taxa indicates that a hard criterion of
complete reproductive isolation without qualification is too
restrictive for setting species limits. Importantly, many
species remain distinct despite secondary contact (Acker-
mann and Bishop, 2010; Payseur and Rieseberg, 2016; Kumar
et al., 2017; Dong et al., 2020). Many of these organisms may
have reached an evolutionary endpoint referred to as partial
reproductive isolation, where species remain distinct and yet
are still in genetic contact long after forming (Servedio and
Hermisson, 2020). For example, many hybrid zones likely
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formed during the Pleistocene, and for many squamates
interaction between species would have continued for
>30,000 generations (Hewitt, 2011).

Isolation with secondary contact can also produce species
where Dobzhansky-Muller incompatibilities occur. Here
genetic drift or selection in isolation forms numerous unique
alleles between lineages, and, upon secondary contact,
epistatic interaction among these different alleles in hybrid-
izing individuals are selected against (Dobzhansky, 1937;
Muller, 1942). This model of genomic divergence can happen
rapidly, via the “snowball effect,” as negative interactions
among loci in hybrids increases exponentially relative to the
number of unique alleles evolving during isolation (Orr,
1995; Orr and Turelli, 2001). Processes of divergence
producing unique areas in the genome adapted to particular
environments or having negative epistatic interactions with
other genes in hybridization point to the difficulty delimit-
ing species when relying only on timing of lineage separation
and whether gene flow occurs. The expectation is that
eventually with stronger selection against hybrids due to the
maintenance of genomic islands of divergence, increasing
linkage disequilibrium, and drift, many markers should show
divergence between species. A sober approach to species
delimitation therefore embraces hybridization to better
understand how species are interacting ecologically and
how genomes respond to admixture.

In most stable hybrid zones, it is expected that selection
against hybrids occurs thus reinforcing reproductive isolation
(Howard, 1993; Garner et al.,, 2018). At the other extreme,
new species may be formed as a result of hybridization (e.g.,
Pelophylax, Dubey et al., 2019; Vipera, Zinenko et al., 2016);
these hybrid species may be unable to reproduce with their
parental taxa (as seen in some teiid lizards; Reeder et al.,
2002) and can significantly increase species diversity for a
group (e.g., plethodontid salamanders; Patton et al., 2020).
Additionally, adaptive introgression of beneficial alleles may
help the receiver better adapt to local environments (Abbott
et al., 2013; Bierne et al., 2013; Ma et al., 2019), reducing the
possibility of extinction. It is clear that contemporary and
ancient hybridization among many organisms is detectable
among even commonly studied species (Edwards et al., 2016;
Mallet et al., 2016; Figueird et al., 2017; Kumar et al., 2017;
Mason et al., 2019). For instance, using phylogenomic
methods that account for reticulating hybridization, Bur-
brink and Gehara (2018) inferred that the ancestor of the
Mexican kingsnake species group (Lampropeltis mexicana, L.
webbi, and L. ruthveni) formed via ancient hybridization
between ancestors of a clade of milksnakes (L. abnorma, L.
micropholis, and L. polyzona) and a clade of other tri-colored
Lampropeltis (including L. pyromelana, L. zonata, and L.
alterna) in the late Miocene. The area of this ancient
hybridization in the southwestern United States and north-
ern Mexico is known for repeated secondary contact and
hybridization among squamates in the Chihuahuan and
Sonoran Deserts, including other snakes (Myers et al., 2019b)
and lizards (Crotaphytus; McGuire et al., 2007). These studies
highlight that diversification and origins of contemporary
squamate communities likely include hybridization over
long periods of time.

Studying hybrid zones is particularly useful for under-
standing degrees of reproductive isolation, but these
investigations are not typically included in most delimita-
tion studies likely due to difficulty obtaining adequate
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samples and lack of a priori knowledge on the location of
areas of contact. Hybrid zones between species may form
when there is selection against hybrids (tension zones),
when there is selection for hybrids (bounded superiority), or
when there are ecological gradients resulting in reduced
fitness for parental species in the environment of the other
species (Barton and Hewitt, 1985; Barton and Gale, 1993).
Selection can also be endogenous (genomic) or exogenous
(environmental). Paradoxically, while hybrid zones indicate
reproduction between species, their presence simultaneous-
ly demonstrates that some level of isolation had occurred.
Introgression of loci into the parental taxa outside of the
hybrid zone will vary given recombination and selection on
the function of those genes (Feder et al., 2012; Wolf and
Ellegren, 2017). In contrast, a neutral hybrid zone is defined
by having no selection against hybrids, and free introgres-
sion of alleles among parental types. In a neutral hybrid
zone, the two species should collapse into a single species
due to hybrid swamping (Barton and Hewitt, 1981; Wolf et
al., 2001). Making matters more complex, it is likely some of
these different types of hybrid zones or areas with no
hybridization are occurring in different parts of the ranges
where species contact, or are changing through time.

Hybrid zones can be modeled to understand the timing of
their formation, the spread of hybrids, the degree of selection
on hybrids, and gene flow and reproductive isolation (Endler,
1977; Barton, 1979; Avise, 2000b; Nachman and Payseur,
2012; Gompert et al.,, 2017). For species delimitation,
hybridization between lineages in the context of the gray
zone should be qualified with respect to the width of hybrid
zones relative to parental species ranges, degree of the gene
flow between the taxa, and which alleles are introgressing.
The width of the hybrid zone (tension zone) can be predicted
by dispersal rate and selection against hybrids or genetic
distance (Barton and Gale, 1993); in reptiles, random
dispersal and genetic distances are important predictors of
the size of hybrid zones (McEntee et al., 2020). Still, the
genomics of speciation and secondary contact are complex,
and heterogeneous genomic divergence is not easily gener-
alizable over the environmental landscape. Researchers are
typically moving away from a strict interpretation of the
biological species concept where reproductive isolation
affects the whole genome as a cohesive unit to one where
selection and reproductive isolation occur at individual or
coadapted genes, the so-called genic view of speciation (Wu,
2001).

Variation in how alleles introgress is extensive given
selection, pleiotropy, and the coupling of adaptive genes
(Nosil et al., 2009; Nosil and Schluter, 2011; Payseur and
Rieseberg, 2016; Gompert et al., 2017; Schmickl et al., 2017;
Campbell et al., 2018; Jiggins, 2019). These processes of
divergence and gene flow may not occur at a constant rate
during speciation. Loci involved in adaptation and repro-
ductive isolation experience little gene flow between
species, which may be in contrast to the remainder of the
genome where gene flow may remain high (Coyne and Orr,
2004). In these cases, the selected loci plus linked genomic
regions that are not broken up by recombination will form
islands of divergence between young species (Nadeau et al.,
2012; Wolf and Ellegren, 2017). The presence of these
genomic islands suggests that populations may be in the
“act of speciation” and therefore provide opportunities to
understand how lineages diverge and maintain indepen-
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dent identities. In populations that are diverging with
ongoing gene flow, genomic islands will be generated at
loci related to divergent ecologies or genomic incompati-
bilities (Hejase et al., 2020).

Understanding how genomic islands originate, their
function, and even if they exist in particular study
organisms is still an area of continuing exploration even
among well-studied species. Genomic islands of divergence
may have arisen rapidly as a result of selective sweeps or
background selection unrelated to reproductive isolation
(Noor and Bennett, 2009; Cruickshank and Hahn, 2014;
Duranton et al., 2018). Endogenous selection against
hybrids at particular genomic island loci may also have
formed in allopatry due to Dobzhansky-Muller incompati-
bilities and not be adapted to particular environments
(Bierne et al., 2011). Identification of loci involved in
reproductive isolation may be further complicated by
variation in recombination rates across genomes. This
variation can lead to spurious identification of genomic
islands in low recombination regions even when under
neutrality. Typical genomic scans do not account for
variation in recombination rate, which, even under neu-
trality, can generate heterogeneous estimates of selection
using typical measures such as Fst (Booker et al., 2020).
Therefore, researchers are urged to consider the recombina-
tion landscape when looking for islands of genomic
divergence containing loci that influence reproductive
isolation.

Where genomic islands have been credibly identified,
these loci then can be associated with pre- and postzygotic
isolation and/or ecological and morphological differences
via ecological speciation (Nosil et al., 2009; Marques et al.,
2016; Mérot et al., 2017; Wolf and Ellegren, 2017).
Additionally, these alleles or co-adapted genes may change
rapidly along clines and lead to complete reproductive
isolation (Mallet, 2008; Stankowski et al., 2017, 2019;
Souissi et al., 2018). For many organisms, the presence of
genomic islands of divergence where alleles are not
traversing clines might suggest that reproductive isolation
is not likely to be reversed. This could serve as a minimum
criterion for defining a species and would be consistent
with the genetic cluster view of speciation, where repro-
ductive isolation was a cause but not a criterion for
delimiting species. Under this particular view, species
should be considered distinct when reduced recombinants
and heterozygotes in loci are found where parental forms
overlap (Mallet, 1995, 2020). However, we know of no
studies in herpetology where such diverging loci were
found first and then species delimited second. But, we
underscore that species divergence can occur due to a small
number of select genes, as in the case of hooded and carrion
crows, where just a few loci control prezygotic isolation and
also permit the phenotypes of each species to remain
distinct despite gene flow among all other loci (Knief et al.,
2019).

Genomic islands of divergence also hold promise for
identifying key loci and associated traits that function to
reproductively isolate species. Traditional species delimita-
tion methods typically measure or score external anatomy or
reproductive call data to often indirectly infer the effects of
isolation via drift or selection. These methods have, of
course, been useful for centuries but may fail to account for
all of the morphological or physiological differences between
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lineages. It is possible now to determine which traits are
involved in reproductive isolation by examining significant
differences between taxa across their genomes and then
relate those differing alleles to morphology (Han et al., 2017).
For example, an intriguing recent study (Rautsaw et al., 2020)
looked at genomic divergence between the Florida water-
snakes Nerodia clarkii, occurring in high-salinity environ-
ments, and N. fasciata, in freshwater environments. They
demonstrated that despite recurring historical and contem-
porary gene flow between these taxa, several key loci were
responsible for ecological divergence in these environments.
Scanning the genome for selection, the authors identified 31
loci of interest using the annotated genome from the related
Thamnophis elegans. With gene ontology (GO) enrichment, a
bioinformatics initiative to classify genes and gene products
across taxa, the authors identified a network of related terms
underscoring ten genes involved with osmoregulation. These
functional dissimilarities correlate to the primary differences
in habitat salinity between N. clarkii and N. fasciata. It would
be difficult to determine that these particular differences are
occurring between these taxa using external morphological
data alone. One of the most pressing needs now is having
more fully annotated genomes representative of most
families and subfamilies of reptiles and amphibians. This
would lead to a better understanding of the primary axis of
trait diversification in the gray zone.

Once taxa are established, dissecting how and when
contemporary and historical landscapes isolated populations
and facilitated speciation through time is achievable.
Biologically relevant information, including ecology, physi-
cal barriers, gene flow, historical climate, landscape resis-
tance, and geographic space can be used to predict the causes
of species formation when using techniques such as
redundancy analyses, conductance surface techniques, gen-
eralized dissimilarity modeling, and machine learning ap-
proaches (Ferrier et al., 2007; Zhang, 2010; Diniz-Filho et al.,
2013; Burbrink and Gehara, 2018; Burbrink et al., 2021;
Peterman and Pope, 2021). Such methods allow us to
understand how predictor variables (e.g., environment,
physical barriers) influence resulting population and species
structure. For example, Myers et al. (2017a, 2019b) examined
divergence in a community of 13 species of snakes at the
division between the Chihuahuan and Sonoran Deserts (the
Cochise Filter Barrier) using subgenomic data combined with
geographic distances and environmental heterogeneity. This
research found that no single unifying process generated
lineages among species of snakes within the genera Crotalus,
Hypsiglena, Lampropeltis, Masticophis, Pituophis, Rhinocheilus,
Salvadora, Sonora, Thamnophis, and Trimorphodon. Myers et al.
(2017a, 2019b) concluded that both isolation by distance
and environment throughout the Pleistocene and Pliocene
produced these deep lineages. In another recent example,
Burbrink et al. (2021) examined the origins of the Eastern
Ratsnakes (Pantherophis obsoletus complex) by integrating
genomic data with models of diversification to include
current and historical environmental data and analyses of
hybrid zones. Paralleling the conclusions from Burbrink et al.
(2000) but using genome-scale data with both coalescent and
neural network methods, Burbrink et al. (2021) again found a
strong role for the Mississippi River as a genetic barrier for
these ratsnakes, along with evidence that sharp ecological
transitions helped structure the four taxa throughout the
Pleistocene.
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CONTROVERSIAL SPECIES DELIMITATIONS IN
HERPETOLOGY

Recently, Hillis (2019, 2020) and Chambers and Hillis (2020)
have written three papers discussing species delimitation that
fall short of considering modern theory and application.
These papers primarily target delimitations in North Amer-
ican snakes, though as demonstrated here, many other
researchers use the same methods in herpetology for taxa
found in Central and South America, Asia, Europe, Australia,
and Africa. These authors contend that species delimitations
from multiple herpetological studies were unfounded be-
cause they represent arbitrary slices of clines or conjecture
that hybrid zones are too wide for species to be valid.
However, they ignore that hybridization across the tree of life
is common, these species diverged during the Pleistocene or
even earlier and have maintained independent evolutionary
trajectories, and incomplete gene (lineage) sorting is one
expectation of the speciation process (Wiley, 1978; Knowles
and Carstens, 2007b; de Queiroz, 2007; Payseur and Riese-
berg, 2016; Gompert et al., 2017; Barth et al., 2020; Moran et
al., 2021).

Describing his proposal of sensible nomenclatural practice,
Hillis (2019) provides a decision tree to determine when to
change taxonomy (Hillis, 2019: fig. 1). Oddly, this proposal
uses criteria that may be applied to species delimitation but
simultaneously attempts to specify when to revise names
above the species level (see text for example regarding the
genus Rana). We point out that this decision tree makes a
number of hidden and false assumptions and cannot
accurately reflect the way species should be delimited. The
first stage on hypothesis formation suggests grouping
individuals into potential lineages; unless known ahead of
time, this stage tests the existence of lineages and subse-
quently the assignment of individuals into lineages. The
second stage that guides the remaining taxonomic treat-
ments rests entirely on the unqualified criterion that species
should be sufficiently reproductively isolated to be consid-
ered independently evolving. The crux of this proposal relies
only on the application of the biological species concept. The
word “sufficiently” also suggests that determining reproduc-
tive isolation is subjective, and, as we have reviewed here,
reproductive isolation without some qualification is not
useful. Furthermore, whether reproductive isolation occurs
has never been tested on most described and named reptile
and amphibian species.

Passing the second stage, the reader is directed to the right
if the lineages fail to show sufficient reproductive isolation
and rather represent geographic variation. It is unclear how
geographic variation (no reproductive isolation) and distinct
species (reproductive isolation) are mutually exclusive given
that distinct species also can be geographically variable.
Proceeding down the right-hand path, Hillis then asks if the
geographically variable lineages have an available name(s).
This is more complex than it appears as it must mean that
these lineages represent subspecies, but there is no mention
of the word or concept in the paper. Without considering
that these are subspecies, then of course the organism that is
composed of multiple lineages that are not reproductively
isolated has an already applied name (the organism that you
started the process with). Unfortunately, even if they are to
be considered subspecies, it would not be clear if they
represent entities with distinct evolutionary histories that
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happen to also be incompletely reproductively isolated or
just geographic variants (“handles of convenience”). The
latter is not a unit of evolution and therefore should not
receive a name. If the geographically variable lineage does
not have a name, then this leads to a box that says to fix the
taxonomic problem with the least disruption to the current
taxonomy. This is unhelpful because the user has to fix the
taxonomy according to the proper nomenclatural rules
regardless of the level of disruption, or change their results
(or the interpretation of those results). Turning to the left side
of the decision tree where we have reproductive isolation, we
are correctly instructed to determine valid names and follow
the pertinent nomenclatural rules. If there are no available
names, we are again instructed to not be disruptive to the
current taxonomy, though how we should do that outside of
the specific nomenclatural rules or altering the perception of
our results is not explained. If there are available names, then
we are questioned if the groups are monophyletic or if the
species are valid. It is unclear at this taxonomic level how
monophyly is being approached, perhaps reciprocal mono-
phyly, and a positive conclusion has already established that
we have valid species. If yes, then we are instructed to “then
leave the nomenclature the #@%& alone!” but there was no
step for applying the valid names. It is uncertain from this
decision tree just who has the final authority to decide when
“taxonomy is fixed” and if multiple iterations of the decision
tree are permitted given new data or analyses. If not, this
approach hampers species discovery and provides no help for
understanding just what data, methods, or philosophy aid
with contemporary species delimitations. Moreover, it is
difficult to comprehend what philosophy and methods are
approved given that Hillis recently co-authored a paper on
the phylogeography of Eurycea using the MSC to delimit
species, but without directly assessing degree of reproductive
isolation or gene flow (Devitt et al., 2019).

Recently, Chambers and Hillis (2020) posited that species
delimited in the American milksnakes (Lampropeltis triangu-
Ium complex; Ruane et al., 2014) “represent arbitrary slices of
continuous geographic clines.” Although Chambers and
Hillis (2020) initially acknowledged that loci may not be
monophyletic for recently diverged species, they subsequent-
ly used the expectation that nuclear loci should be
monophyletic as an argument to refute the Ruane et al.
(2014) delimitations that re-elevated previously described
milksnake species. Their point is made despite widespread
research showing that reciprocal monophyly among gene
trees will not be the case for most taxa due to incomplete
gene sorting, particularly given recent speciation times and
large population sizes (Maddison and Knowles, 2006;
Knowles and Carstens, 2007b). Rather than test whether
the probability that the 11 nuclear gene trees for the
milksnakes were consistent with the expectations of mono-
phyly and species limits given coalescent predictions that
account for sorting and migration, Chambers and Hillis
(2020) concluded several proposed species delimitations were
unfounded. However, neither monophyletic gene trees nor
the ambiguous criterion of “consistent nuclear divergence”
are true for their own proposed milksnake taxon of “L.
triangulum,” which is also paraphyletic in the supplemental
gene trees (fig. S2 of Chambers and Hillis, 2020). Chambers
and Hillis (2020) also attempted to use BPP to demonstrate
that the support for two milksnake taxa (L. triangulum and L.
gentilis) from Ruane et al. (2014) was not indicative of species
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divergence. To do so, they randomly sliced the ranges of the
North American milksnakes, combined samples into groups
within the slices (see fig. 2b in Chambers and Hillis, 2020)
and found these new groupings could be delimited with high
support, thus concluding that the delimitations in Ruane et
al. (2014) were faulty. Based on the sampling scheme used for
the random slices, IBD could result in similarly well-
supported delimitations (Chambers and Hillis, 2020: fig.
2b), but Chambers and Hillis (2020) used no other data or
methods to examine IBD, ILS, or migration to better
understand actual processes (e.g., see Burbrink et al., 2021)
nor were the marginal likelihoods of the arbitrary-slice
models compared to the original model of Ruane et al.
(2014) to further validate their own results. Despite stating
that “new species designations, especially of well-studied
groups, are best made after careful consideration of all
sources of relevant evidence,” Chambers and Hillis (2020)
ignored other available works and datasets, which include
morphological as well as additional genetic data (e.g., the
original descriptions of the species; Ruane, 2015; Ruane et al.,
2015b). When conducting species delimitation or revising
taxonomy based on previously collected data, we would
advocate researchers gather and assess a preponderance of
evidence. At least for the milksnakes, this would include
obtaining new genetic (preferably genomic) data, integrating
spatial and environmental information, and using appropri-
ate methods to delimit species reflective of processes of
divergence.

In the case of the species delimitations for North American
copperheads (Agkistrodon contortrix complex) from Burbrink
and Guiher (2015), Hillis (2020) took issue with the presence
of a hybrid zone between proposed species. His criticisms
were based on the assumption that the hybrid zone was
neutral, which would indicate hybrid swamping of separate
lineages and result in the eventual collapse of detectable
species. While stating that there were historical lineages with
hybrid zones, he also believes contrary to this that species
delimitation is based on arbitrary slices of a continuous
range. The lineages exist and are discoverable regardless of
whether a hybrid zone exists. Hillis fails to provide any
evidence that there is no selection against hybrids or that
introgression was occurring. Burbrink and Guiher (2015)
demonstrated that A. contortrix and A. laticinctus diverged in
the late Pliocene or early Pleistocene, were consistent with
previous morphological treatment of the two groups (Gloyd
and Conant, 1990), and thus considered them two species
despite documenting areas of hybridization (Burbrink and
Guiher, 2015). These snakes hybridize at the intersection of
two primary ecoregions in the United States, the eastern
temperate forests and the Great Plains (Omernik, 1987;
Bailey, 1995). This division between the Great Plains and
forested regions of the Eastern Nearctic has been recognized
as an ecological barrier for other reptile and amphibian taxa
(Costa et al., 2008) and serves as a full or partial boundary for
~80 species occurring in the FEastern Nearctic and ~40
species primarily occurring throughout the Great Plains (see
distributions from Powell et al., 2016). If these hybrid zones
are neutral and ancient, then the expectation here is that
these distinct and old lineages should be swamped (and thus
eliminated) via hybridization given rates of life-time dispers-
al. We can conservatively predict the spread of the copper-
head hybrid zone under neutrality by using the equation:
w=2.51cV/T (Barton and Gale, 1993; Bailey et al., 2015).
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Here, given the constant (2.51), root mean squared (RMS) of
lifetime dispersal from natal site (¢) and generations since the
formation of the hybrid zone (T), we can estimate width (w)
of the hybrid zone under neutrality. This equation can be
rearranged to solve for T to predict how many generations it
would take given lifetime dispersal distances for copperheads
to form a growing neutral hybrid zone that would cover the
entire width of both parental species ranges, here ~2,300 km
(Gloyd and Conant, 1990; Burbrink and Guiher, 2015). For
copperheads, ¢ = 4 km (though dispersal distances in the
southern parts of their range where they are not constrained
to hibernacula may be greater over a lifetime, Fitch, 1960;
Smith et al., 2009; G. Schuett and C. Smith, pers. comm.) and
a generation time of three years (Gloyd and Conant, 1990),
the current hybrid zone in copperheads at ~400 km can be
achieved in 1,588 generations (4,764 years). These hybrid
zones are likely older than this given stability and placement
of these ecoregions during the Holocene. Moreover, if these
taxa have been in contact since formation (0.96-2.5 My,
Burbrink and Guiher, 2015), and new analyses suggest they
have been (Gehara et al., 2020, bioRxiv: 2020.12.04.410670),
then hybrid swarming would overtake the range of both taxa
in 52,480 generations (15,7440 years), thus eliminating our
ability to detect these as distinct lineages. At longer dispersal
distances (8 km over a lifetime), extinction of the indepen-
dent species via hybridization can occur in as little as 6,900
years. It is likely that these taxa and others with ancient
hybrid zones have remained in a state of partial reproductive
isolation as a stable evolutionary endpoint (Servedio and
Hermisson, 2020); these species occur in different geographic
areas with unique ecologies and have remained distinct in
the face of hybridization since their time of origin. In this
case, the contemporary hybrid zone would not suggest that
two lineages are in the act of fusing. Of course, we
recommend that future studies test all of these hypotheses
and examine the width and nature of this hybrid zone with
genomic data and adequate samples throughout the con-
necting ranges.

For the copperheads, Hillis (2020) suggested that these
lineages are distinct and detectable, yet because they form a
hybrid zone, they should be treated as subspecies. We argue
that there is no need to use subspecies here or elsewhere
given that it is unclear what this rank represents biologically.
While arbitrary thresholds have been applied in some
organisms, specific criteria that separate subspecies from
species based on degree of gene flow or dynamics of hybrid
zones have never been established for this taxonomic rank.
Furthermore, as we have discussed above, it is difficult
enough to determine when a population becomes a species,
sliding another rank in between these terms would result in
less clarity. It is also uncertain how downstream applications
should use this rank relative to species. For example, should
subspecies, which could represent diverging lineages (pro-
tracted speciation) be enumerated along with species to
investigate processes of diversification, ecological evolution,
or community assembly? Finally, the term is subjective; it has
not historically been used consistently or meaningfully with
respect to taxonomy (Wilson and Brown, 1953; Burbrink et
al., 2000). In some cases, they are considered evolutionary
lineages (or incipient species) still connected reproductively
with other such lineages. In that case, they are only different
from species by degree of reproductive isolation but not by
the primary formation of discoverable historical lineages (see
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de Queiroz, 2020). In other cases, they are considered
“handles of convenience” or arbitrary range slices from
continuously variable morphological data and should not
warrant a name.

Moreover, there are many taxa with the applied species
rank that also have hybrid zones, e.g., Hyperolius (Bell and
Irian, 2019), Pseudacris (Lemmon et al., 2007), Podarcis
(Pinho et al., 2009), Sternotherus (Scott et al., 2019),
Tympanocryptis (Melville et al., 2019), though the nature of
reproductive isolation is likely specific to each species group.
Rather, it is clearer to describe two species, explain when they
originated, define where the location of a hybrid zone is,
quantify how much gene flow occurs, and investigate the
nature of the introgressing loci. We do not need special
classes for those taxa that have no or arbitrarily small hybrid
zones (“species”) and those that have larger hybrid zones
(“subspecies”). The size of a hybrid zone will vary between
taxa and is likely related to lifetime dispersal, ecology, degree
of selection against hyrbids, and the genomic architecture of
the species studied.

Many herpetological systematists are now using genome-
scale data and computational modeling to address questions
about species divergence (Morando et al., 2020; Reyes-
Velasco et al., 2020; Streicher et al.,, 2020) but also
understand that data sources and methods progress over
time. So, it is pointless to criticize authors for using what data
and methods were available to them at the time, whether
those be long-deceased authors such as Blanchard, Cochran,
Cope, Dickerson, and Dunn, or more recent authors. For
example, 30 years ago Hillis described a new species of
Synophis (Hillis, 1990) from only two specimens, one heavily
damaged. While one could criticize this initial taxonomic
decision, given that Hillis did not account for morphological
variation within the genus, incorrectly scored material from
the type specimens, and could not reliably define the
distribution of the new species, it would be pointless to do
so until additional new data were analyzed to refute or
support the hypothesis (see Torres-Carvajal et al., 2015, for a
more modern treatment of this genus).

Ignoring that there is both a historical and financial
framework for science conducted at any point in time, Hillis
(2020) suggested that numerous studies that have delimited
species using mtDNA are likely incorrect, e.g., the Lamp-
ropeltis getula complex (Pyron and Burbrink, 2009a). Of
course, we recognize that some delimitations may be
incorrect and that using a single locus to infer history can
be problematic, especially for studying detailed processes of
divergence (Toews and Brelsford, 2012; Spinks et al., 2014).
However, given their small effective population sizes, low
recombination, and high rates of substitution, mtDNA genes
have been extremely useful for identifying likely candidates
that represent cryptic species (Moritz et al., 1987; Funk and
Omland, 2003; Piganeau et al., 2004; Rubinoff and Holland,
2005; Zink and Barrowclough, 2008; Edwards and Bensch,
2009; Allio et al., 2017). However, many of these studies also
examine other sources of data as well to delimit species. For
example, the studies on kingsnakes did not solely use mtDNA
to determine species, but included ecological niche informa-
tion and geography, and considered previous works on
morphology (Pyron and Burbrink, 2009a, 2009b). Hillis
(2020) trivializes these studies by ignoring both the depth
of mtDNA divergence among these taxa (the Late Miocene)
and any corroborating evidence from ecology, morphology,
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and biogeography. For these studies and others, results
represent genetic breaks shared across multiple organisms
(Riddle and Hafner, 2006; Soltis et al., 2006), including for
reptiles and amphibians at some of the most prominent
geographic boundaries in North America: Peninsular Florida
connection to the US, Appalachian Mountains, Apalachicola
River and related river systems, the Mississippi River,
intersection between the Eastern Nearctic forests and the
Great Plains, the Cochise Filter Barrier, and the Rocky
Mountains (Walker and Avise, 1998; Burbrink et al., 2000,
2008; Leaché and Reeder, 2002; Clark et al., 2003; Jaeger et
al., 2005; Lemmon et al., 2007; Gamble et al., 2008; Pyron
and Burbrink, 2009a; Brandley et al., 2010; Makowsky et al.,
2010; Rissler and Smith, 2010; Burbrink and Guiher, 2015;
McKelvy and Burbrink, 2017; Myers et al., 2017a, 2017b).
Ignoring such ancient divergences at known and shared
biogeographic barriers discounts the historical magnitude of
landscape effects on structuring deep lineages among
distantly related taxa.

Using mtDNA as the sole marker to delimit species can of
course result in error and is impossible to adequately assess
gene flow alone. However, there are many studies that have
used this marker successfully to initially determine that
biogeographic structure within a group exists and warrants
further investigation. For example, Zozaya et al. (2019)
confirmed the identity of mtDNA lineages of Bynoe’s Gecko
(Heteronotia binoei complex) using pheromone data, which
corresponded with earlier phylogeographic studies on these
lizards (Fujita et al., 2010; Moritz et al., 2016). In this more
recent study, the authors also examined the morphology and
pheromonal signatures for each of the mtDNA lineages. The
geckos from the ten mtDNA lineages were phenotypically
similar yet variable within a lineage; however, the phero-
mone composition of each of the mtDNA lineages was
substantially different. This suggests that chemical commu-
nication in these geckos is an important prezygotic isolating
mechanism. The work of Zozaya et al. (2019) indicates that
hard-to-observe traits, such as pheromones, may be the key
features that differentiate seemingly cryptic taxa and that
mtDNA remains a useful tool for screening candidate taxa.

There is also increasing evidence that inferred species
boundaries from deep mtDNA divergences may be correct in
many cases, given mitochondrial-nuclear incompatibilities.
The 13 mtDNA protein-gene subunits interact with ~70
nuclear subunits to generate functional proteins in the
electron transport chain (Lloyd and McGeehand, 2013).
Rapid evolution of mtDNA within lineages therefore requires
compensatory changes within the nuclear counterparts for
these genes which produces tightly coupled gene complexes.
Hybridization between deep lineages, therefore, disassembles
these complexes and can reduce fitness (Dowling et al., 2008;
Burton and Barreto, 2012; Ballard and Pichaud, 2014). These
mtDNA divergences between species may produce cytonu-
clear (nuclear-mitochondrial) incompatibilities in hybrids
with respect to the parental species, and between species in
general, thus reinforcing reproductive isolation (Ma et al.,
2016; Jhuang et al.,, 2017; Lamelza and Ailion, 2017;
Telschow et al., 2019), which has been recently explored in
amphibians and reptiles (Gibeaux et al., 2018; Haenel and
Del Gaizo Moore, 2018; Proki¢ et al., 2018; Firneno et al.,
2020). For example, cytonuclear discordance in hybrids
between lineages of Ambystoma macrodactylum result in
poorer feeding performance (Lee-Yaw et al., 2014). On the
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other hand, introgression across species boundaries may
substitute resident mitochondria suffering from a heavy
mutational load (Sloan et al.,, 2017). There are multiple
examples in reptiles and amphibians where mitochondria
have introgressed between clearly distinct species such as in
Ambystoma (Denton et al., 2014), Crotaphytus (McGuire et al.,
2007), Lampropeltis (Bryson et al., 2007; Ruane et al., 2014;
Burbrink and Gehara, 2018), Rana (Plotner et al., 2008), and
sea turtles (Vilaca et al., 2012). Here mtDNA alone would fail
to detect unique species or would provide distorted limits of
ranges.

For some of these previous studies that relied on mtDNA,
along with morphological or ecological data, many of the
same delimitations or geographic lineages are supported by
contemporary approaches. For example, using genomic data
and accounting for IBD, Myers et al. (2019b) recently found
the same two distinct lineages within the Lampropeltis getula
complex previously delimited using mtDNA (Pyron and
Burbrink, 2009a, 2009b). Similarly, using ~4,300 loci, Myers
et al. (2020) found the same three cornsnakes (Pantherophis
emoryi, P. guttatus, and P. slowinskii) previously delimited
using only mtDNA (Burbrink, 2002) and with an additional
deep divergence within P. guttatus. Barrow et al. (2018) found
when using AHE markers that spatial clusters and some
species trees were similar to mtDNA geographic structure
within the species of frogs Hyla cinerea, H. squirella, and
Lithobates sphenocephalus in the Southeastern US. In general,
mtDNA delimitations are more likely to be correct when
genetic distances are large and divergence times are old. Large
mtDNA differences between groups cannot be simply
disregarded given the importance for those mitochondrial
proteins to interact with complementary nuclear subunits to
efficiently generate ATP (adenosine triphosphate). We do not
advocate that researchers rely entirely on single-locus data
given that the possibility of producing many thousands of
independent loci is available. However, rather than suggest-
ing that most previous taxonomic research using mtDNA or
even limited numbers of nuclear loci are incorrect, we prefer
to remain neutral until new studies suggest otherwise.
Ideally, researchers will include genomic data in revisionary
work and integrate other data sources to help guide
taxonomic revisions.

CONCLUSIONS

Species delimitations using any method under any concept
are hypotheses (de Queiroz, 2005). While other researchers
working in downstream fields that use species as a unit of
study prefer stable taxonomies and properly identified
species, we cannot lose sight that all delimitations exist in
the realm of testable science, and therefore complete stability
is unrealistic (Crother, 2009). Development of methods to
better address IBD and reduce incorrect species delimitations
will be useful if they can be seamlessly integrated with
methods that identify geographic groupings and examine
the nature of genetic introgression. Species delimitation does
not rely on a cookbook approach where one follows a set of
directions to make a conclusion about species status that will
remain immutable. A rigid formula for delimiting taxa may
immediately be on the lagging edge of science in the face of
new data types and analyses. Instead, we agree with other
authors (Rannala and Yang, 2020) that species delimitation
should comprise an evidence-based approach that properly
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examines genetic structure integrated with additional data
types to better understand timing of origin, gene flow, and
degrees of introgression. Of course, not all data types are
required to delimit every species, and the current cost of
generating genomic data is unfortunately too expensive for
many researchers. Ideally though, scientists should use all
available evidence to determine whether the species in
question are best represented by current taxonomy. New
methodologies and technologies are showing us that old
ideas of speciation without allowing for gene flow are often
in error. Speciation with gene flow provides exciting avenues
of research for understanding a more complex view of the
evolution of species not constrained by unrealistic notions of
what species should be. By embracing these contemporary
data and methods, researchers can fully recognize the
complexity of species boundaries, realize a more accurate
tree of life, and properly aid other fields and educational
sources about biologically meaningful taxonomic units.

ACKNOWLEDGMENTS

We thank Justin Bernstein, Brian Crother, Kevin de Queiroz,
Scott Edwards, Luke Harmon, Sean Harrington, Adam
Leaché, Marcelo Gehara, Edward Myers, Alex Pyron, Brian
T. Smith, and Jeff Streicher for either reviewing a draft of this
manuscript or contributing to discussions about species
limits. We thank Gordon Schuett and Chuck Smith for
contributing to useful discussions on copperhead dispersal.
FTB acknowledges support from the National Science
Foundation (NSF-DEB; Dimensions USBIOTA1831241).

LITERATURE CITED

Abbott, R., D. Albach, S. Ansell, J. W. Arntzen, S. J. E.
Baird, N. Bierne, J. Boughman, A. Brelsford, C. A.
Buerkle, R. Buggs, R. K. Butlin, U. Dieckmann, F.
Eroukhmanoff, A. Grill . . . D. Zinner. 2013. Hybridiza-
tion and speciation. Journal of Evolutionary Biology 26:
229-246.

Ackermann, R. R., and J. M. Bishop. 2010. Morphological
and molecualr evidence reveals recent hybridization
between gorilla taxa. Evolution 64:271-290.

Afonso Silva, A. C., N. Santos, H. A. Ogilvie, and C. Moritz.
2017. Validation and description of two new north-
western Australian rainbow skinks with multispecies
coalescent methods and morphology. Peer] 5:e3724.

Allio, R., S. Donega, N. Galtier, and B. Nabholz. 2017. Large
variation in the ratio of mitochondrial to nuclear mutation
rate across animals: implications for genetic diversity and
the use of mitochondrial DNA as a molecular marker.
Molecular Biology and Evolution 34:2762-2772.

Arntzen, J. W. 2018. Morphological and molecular charac-
ters to describe a marbled newt hybrid zone in the Iberian
peninsula. Contributions to Zoology 87:167-185.

Atkins, Z. S., M. D. Amor, N. Clemann, D. G. Chapple, G.
M. While, M. G. Gardner, M. L. Haines, K. A. Harrisson,
M. Schroder, and K. A. Robert. 2020. Allopatric diver-
gence drives the genetic structuring of an endangered
alpine endemic lizard with a sky-island distribution.
Animal Conservation 23:104-118.

Avise, J. C. 2000a. Phylogeography: The History and
Formation of Species. Harvard University Press, Cam-
bridge, Massachusetts.

Ichthyology & Herpetology 109, No. 3, 2021

Avise, J. C. 2000b. Cytonuclear genetic signatures of
hybridization phenomena: rationale, utility, and empirical
examples from fishes and other aquatic animals. Reviews
in Fish Biology and Fisheries 10:253-263.

Bailey, R. G. 1995. Description of the Ecoregions of the
United States. Second edition. USDA Forest Service.

Bailey, R. 1., M. R. Tesaker, C. N. Trier, and G.-P. Saetre.
20185. Strong selection on male plumage in a hybrid zone
between a hybrid bird species and one of its parents.
Journal of Evolutionary Biology 28:1257-1269.

Ballard, J. W. O., and N. Pichaud. 2014. Mitochondrial
DNA: more than an evolutionary bystander. Functional
Ecology 28:218-231.

Banker, S. E., A. R. Lemmon, A. B. Hassinger, M. Dye, S. D.
Holland, M. L. Kortyna, O. E. Ospina, H. Ralicki, and E.
M. Lemmon. 2019. Hierarchical hybrid enrichment:
multitiered genomic data collection across evolutionary
scales, with application to chorus frogs (Pseudacris).
Systematic Biology 69:756-773.

Barley, A. J., J. White, A. C. Diesmos, and R. M. Brown.
2013. The challenge of species delimitation at the
extremes: diversification without morphological change
in Philippine sun skinks. Evolution 67:3556-3572.

Barratt, C. D., B. A. Bwong, R. Jehle, H. C. Liedtke, P.
Nagel, R. E. Onstein, D. M. Portik, J. W. Streicher, and S.
P. Loader. 2018. Vanishing refuge? Testing the forest refuge
hypothesis in coastal East Africa using genome-wide
sequence data for seven amphibians. Molecular Ecology
27:4289-4308.

Barrow, L. N., A. R. Lemmon, and E. M. Lemmon. 2018.
Targeted sampling and target capture: assessing phylogeo-
graphic concordance with genome-wide data. Systematic
Biology 67:979-996.

Barth, J. M. 1., C. Gubili, M. Matschiner, O. K. Torresen, S.
Watanabe, B. Egger, Y.-S. Han, E. Feunteun, R. Sommar-
uga, R. Jehle, and R. Schabetsberger. 2020. Stable species
boundaries despite ten million years of hybridization in
tropical eels. Nature Communications 11:1433.

Barton, N. H. 1979. The dynamics of hybrid zones. Heredity
43:341-359.

Barton, N. H., and K. Gale. 1993. Genetic analysis of hybrid
zones, p. 13-45. In: Hybrid Zones and the Evolutionary
Process. R. G. Harrison (ed.). Oxford University Press,
Oxford.

Barton, N. H., and G. M. Hewitt. 1981. Hybrid zones and
speciation, p. 109-145. In: Evolution and Speciation:
Essays in Honor of M. J. D. White. W. R. Atchley and D.
S. Woodruff (eds.). Cambridge University Press, Cam-
bridge.

Barton, N. H., and G. M. Hewitt. 1985. Analysis of hybrid
zones. Annual Review of Ecology and Systematics 16:113—
148.

Bauer, A. M., J. E Parham, R. M. Brown, B. L. Stuart, L.
Grismer, T. J. Papenfuss, W. Bohme, J. M. Savage, S.
Carranza, J. L. Grismer, P. Wagner, A. Schmitz, N. B.
Ananjeva, and R. FE Inger. 2011. Availability of new
Bayesian-delimited gecko names and the importance of
character-based species descriptions. Proceedings of the
Royal Society B: Biological Sciences 278:490.

Beerli, P., and J. Felsenstein. 2001. Maximum likelihood
estimation of a migration matrix and effective population
sizes in n subpopulations by using a coalescent approach.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



Points of view

Proceedings of the National Academy of Sciences of the
United States of America 98:4563-4568.

Bell, R. C., and C. G. Irian. 2019. Phenotypic and genetic
divergence in reed frogs across a mosaic hybrid zone on Sao
Tomé Island. Biological Journal of the Linnean Society 128:
672-680.

Bierne, N., P. A. Gagnaire, and P. David. 2013. The
geography of introgression in a patchy environment and
the thorn in the side of ecological speciation. Current
Zoology 59:72-86.

Bierne, N., J. Welch, E. Loire, F. Bonhomme, and P. David.
2011. The coupling hypothesis: why genome scans may
fail to map local adaptation genes. Molecular Ecology 20:
2044-2072.

Booker, T. R., S. Yeaman, and M. C. Whitlock. 2020.
Variation in recombination rate affects detection of outliers
in genome scans under neutrality. Molecular Ecology 29:
4274-4279.

Bradburd, G. S., G. M. Coop, and P. L. Ralph. 2018.
Inferring continuous and discrete population genetic
structure across space. Genetics 210:33-52.

Brandley, M. C., T. J. Guiher, R. A. Pyron, C. T. T. Winne,
and E. T. Burbrink. 2010. Does dispersal across an aquatic
geographic barrier obscure phylogeographic structure in
the diamond-backed watersnake (Nerodia rhombifer)? Mo-
lecular Phylogenetics and Evolution 57:552-560.

Broeckhoven, C., and A. Du Plessis. 2018. X-ray micro-
tomography in herpetological research: a review. Amphib-
ia-Reptilia 39:377-401.

Brown, R. M., C. D. Siler, L. Lee Grismer, 1. Das, and J. A.
McGuire. 2012. Phylogeny and cryptic diversification in
Southeast Asian flying geckos. Molecular Phylogenetics
and Evolution 65:351-361.

Brown, R. P, S. Paterson, and J. Risse. 2016. Genomic
signatures of historical allopatry and ecological divergence
in an island lizard. Genome Biology and Evolution 8:3618-
3626.

Bryant, D., R. Bouckaert, J. Felsenstein, N. A. Rosenberg,
and A. RoyChoudhury. 2012. Inferring species trees
directly from biallelic genetic markers: bypassing gene
trees in a full coalescent analysis. Molecular Biology and
Evolution 29:1917-1932.

Bryson, R. W,, Jr., J. Pastorini, F. T. Burbrink, and M. R. J.
Forstner. 2007. A phylogeny of the Lampropeltis mexicana
complex (Serpentes: Colubridae) based on mitochondrial
DNA sequences suggests evidence for species-level poly-
phyly within Lampropeltis. Molecular Phylogenetics and
Evolution 43:674-684.

Bryson, R. W, E. Zarza, J. A. Grummer, G. Parra-Olea, O.
Flores-Villela, J. Klicka, and J. E. McCormack. 2018.
Phylogenomic insights into the diversification of salaman-
ders in the Isthmura bellii group across the Mexican
highlands. Molecular Phylogenetics and Evolution 125:
78-84.

Burbrink, E. T. 2001. Systematics of the eastern ratsnake
complex (Elaphe obsoleta). Herpetological Monographs 15:
1-53.

Burbrink, F. T. 2002. Phylogeographic analysis of the
cornsnake (Elaphe guttata) complex as inferred from
maximum likelihood and Bayesian analyses. Molecular
Phylogenetics and Evolution 25:465-476.

Burbrink, F. T., Y. L. Chan, E. A. Myers, S. Ruane, B. T.
Smith, and M. J. Hickerson. 2016. Asynchronous demo-

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use

885

graphic responses to Pleistocene climate change in Eastern
Nearctic vertebrates. Ecology Letters 19:1457-1467.

Burbrink, E T, F. Fontanella, R. A. Pyron, T. J. Guiher, and
C. Jimenez. 2008. Phylogeography across a continent: the
evolutionary and demographic history of the North
American racer (Serpentes: Colubridae: Coluber constrictor).
Molecular Phylogenetics and Evolution 47:274-288.

Burbrink, E T., and M. Gehara. 2018. The biogeography of
deep time phylogenetic reticulation. Systematic Biology
67:743-755.

Burbrink, F. T., M. Gehara, A. D. McKelvy, and E. A. Myers.
2021. Resolving spatial complexities of hybridization in
the context of the gray zone of speciation in North
American ratsnakes (Pantherophis obsoletus complex). Evo-
lution 75:260-277.

Burbrink, F. T., F. G. Grazziotin, R. A. Pyron, D. Cundall, S.
Donnellan, F. Irish, J. S. Keogh, F. Kraus, R. W. Murphy,
and B. Noonan. 2020. Interrogating genomic-scale data
for Squamata (lizards, snakes, and amphisbaenians) shows
no support for key traditional morphological relationships.
Systematic Biology 69:502-520.

Burbrink, F. T., and T. J. Guiher. 2015. Considering gene
flow when using coalescent methods to delimit lineages of
North American pitvipers of the genus Agkistrodon.
Zoological Journal of the Linnean Society 173:505-526.

Burbrink, F. T., R. Lawson, and J. B. Slowinski. 2000.
Mitochondrial DNA phylogeography of the polytypic
North American rat snake (Elaphe obsoleta): a critique of
the subspecies concept. Evolution 54:2107-2118.

Burton, R. S., and E S. Barreto. 2012. A disproportionate
role for mtDNA in Dobzhansky-Muller incompatibilities?
Molecular Ecology 21:4942-4957.

Busschau, T., W. Conradie, and S. R. Daniels. 2021. One
species hides many: molecular and morphological evi-
dence for cryptic speciation in a thread snake (Leptoty-
phlopidae: Leptotyphlops sylvicolus Broadley & Wallach,
1997). Journal of Zoological Systematics and Evolutionary
Research 59:195-221.

Camargo, A., M. Morando, L. J. Avila, and J. W. Sites, Jr.
2012. Species delimitation with ABC and other coalescent-
based methods: a test of accuracy with simulations and an
empirical example with lizards of the Liolaemus darwinii
complex (Squamata: Liolaemidae). Evolution 66:2834-
2849.

Campbell, C. R., J. W. Poelstra, and A. D. Yoder. 2018.
What is speciation genomics? The roles of ecology, gene
flow, and genomic architecture in the formation of species.
Biological Journal of the Linnean Society 124:561-583.

Canestrelli, D., R. Bisconti, and G. Nascetti. 2015. Exten-
sive unidirectional introgression between two salamander
lineages of ancient divergence and its evolutionary
implications. Scientific Reports 4:6516.

Card, D. C., D. R. Schield, R. H. Adams, A. B. Corbin, B. W.
Perry, A. L. Andrew, G. I. M. Pasquesi, E. N. Smith, T.
Jezkova, S. M. Boback, W. Booth, and T. A. Castoe. 2016.
Phylogeographic and population genetic analyses reveal
multiple species of Boa and independent origins of insular
dwarfism. Molecular Phylogenetics and Evolution 102:
104-116.

Carstens, B. C., and L. L. Knowles. 2007. Estimating species
phylogeny from gene-tree probabilities despite incomplete
lineage sorting: an example from Melanoplus grasshoppers.
Systematic Biology 56:400-411.



886

Carstens, B. C., T. A. Pelletier, N. M. Reid, and J. D. Satler.
2013. How to fail at species delimitation. Molecular
Ecology 22:4369-4383.

Castoe, T. A., A. P.J. de Koning, K. T. Hall, D. C. Card, D. R.
Schield, M. K. Fujita, R. P. Ruggiero, J. F. Degner, J. M.
Daza, and W. Gu. 2013. The Burmese python genome
reveals the molecular basis for extreme adaptation in
snakes. Proceedings of the National Academy of Sciences of
the United States of America 110:20645-20650.

Chambers, E. A., and D. M. Hillis. 2020. The multispecies
coalescent over-splits species in the case of geographically
widespread taxa. Systematic Biology 69:184-193.

Chan, K. O., and R. M. Brown. 2020. Elucidating the drivers
of genetic differentiation in Malaysian torrent frogs
(Anura: Ranidae: Amolops): a landscape genomics ap-
proach. Zoological Journal of the Linnean Society 190:
65-78.

Chaplin, K., J. Sumner, C. A. Hipsley, and J. Melville. 2019.
An integrative approach using phylogenomics and high-
resolution X-ray computed tomography for species delim-
itation in cryptic taxa. Systematic Biology 69:294-307.

Chatfield, M. W,, K. H. Kozak, B. M. Fitzpatrick, and P. K.
Tucker. 2010. Patterns of differential introgression in a
salamander hybrid zone: inferences from genetic data and
ecological niche modelling. Molecular Ecology 19:4265-
4282.

Clark, A. M., P. E. Moler, E. E. Possardt, A. H. Savitzky, W.
S. Brown, and B. W. Bowen. 2003. Phylogeography of the
timber rattlesnake (Crotalus horridus) based on mtDNA
sequences. Journal of Herpetology 37:145-154.

Clulow, S., M. Anstis, J. S. Keogh, and R. A. Catullo. 2016.
A new species of australian frog (Myobatrachidae: Uper-
oleia) from the New South Wales mid-north coast sand-
plains. Zootaxa 4184:285-315.

Conant, R., and J. T. Collins. 1998. A Field Guide to Reptiles
and Amphibians: Fastern and Central North America.
Houghton Mifflin Co., Boston and New York.

Correa, C., D. Vasquez, C. Castro-Carrasco, A. Zuiiga-
Reinoso, J. C. Ortiz, and R. E. Palma. 2017. Species
delimitation in frogs from South American temperate
forests: the case of Eupsophus, a taxonomically complex
genus with high phenotypic variation. PLoS ONE 12:
e0181026.

Costa, G. C., C. Wolfe, D. B. Shepard, J. P. Caldwell, and L.
J. Vitt. 2008. Detecting the influence of climatic variables
on species distributions: a test using GIS niche-based
models along a steep longitudinal environmental gradient.
Journal of Biogeography 35:637-646.

Coyne, J. A., and H. A. Orr. 2004. Speciation. Sinnauer
Associates Inc., Sunderland, Massachusetts.

Cracraft, J. 1983. Species concepts and speciation analysis, p.
159-187. In: Current Ornithology, Vol. 1. R. E. Johnston
(ed.). Springer, New York.

Crawford, N. G., B. C. Faircloth, J. E. McCormack, R. T.
Brumfield, K. Winker, and T. C. Glenn. 2012. More than
1000 ultraconserved elements provide evidence that turtles
are the sister group of archosaurs. Biology Letters 8:783-
786.

Crother, B. I. 2009. Are standard names lists taxonomic
straightjackets? Herpetologica 65:129-135.

Crother, B. 1., M. E. White, J. M. Savage, M. E. Eckstut, M.
R. Graham, and D. W. Gardner. 2011. A reevaluation of
the status of the foxsnakes Pantherophis gloydi Conant and

Ichthyology & Herpetology 109, No. 3, 2021

P. vulpinus Baird and Girard (Lepidosauria). ISRN Zoology
2011:436049.

Cruickshank, T. E., and M. W. Hahn. 2014. Reanalysis
suggests that genomic islands of speciation are due to
reduced diversity, not reduced gene flow. Molecular
Ecology 23:3133-3157.

Cureton, J. C,, II, A. B. Buchman, R. Deaton, and W. L.
Lutterschmidt. 2011. Molecular analysis of hybridization
between the box turtles Terrapene carolina and T. ornata.
Copeia 2011:270-277.

Degnan, J. H.,, and N. A. Rosenberg. 2009. Gene tree
discordance, phylogenetic inference and the multispecies
coalescent. Trends in Ecology & Evolution 24:332-340.

Denton, R. D., L. J. Kenyon, K. R. Greenwald, and H. L.
Gibbs. 2014. Evolutionary basis of mitonuclear discor-
dance between sister species of mole salamanders (Amby-
stoma sp.). Molecular Ecology 23:2811-2824.

Devitt, T. J., A. M. Wright, D. C. Cannatella, and D. M.
Hillis. 2019. Species delimitation in endangered ground-
water salamanders: implications for aquifer management
and biodiversity conservation. Proceedings of the National
Academy of Sciences of the United States of America 116:
2624-2633.

Diniz-Filho, J. A. E,, T. N. Soares, J. S. Lima, R. Dobrovolski,
V. L. Landeiro, M. P. D. C. Telles, T. FE. Rangel, and L. M.
Bini. 2013. Mantel test in population genetics. Genetics
and Molecular Biology 36:475-485.

Dobzhansky, T. 1937. Genetics and the Origins of Species.
Columbia University Press, New York.

Domingos, F. M. C. B,, G. R. Colli, A. Lemmon, E. M.
Lemmon, and L. B. Beheregaray. 2017. In the shadows:
phylogenomics and coalescent species delimitation unveil
cryptic diversity in a Cerrado endemic lizard (Squamata:
Tropidurus). Molecular Phylogenetics and Evolution 107:
455-465.

Dong, E, C.-M. Hung, and X.-J. Yang. 2020. Secondary
contact after allopatric divergence explains avian specia-
tion and high species diversity in the Himalayan-Heng-
duan Mountains. Molecular Phylogenetics and Evolution
143:106671.

Dowling, D. K., U. Friberg, and J. Lindell. 2008. Evolution-
ary implications of non-neutral mitochondrial genetic
variation. Trends in Ecology & Evolution 23:546-554.

Drummond, A. J., A. Rambaut, B. Shapiro, and O. G.
Pybus. 2005. Bayesian coalescent inference of past popu-
lation dynamics from molecular sequences. Molecular
Biology and Evolution 22:1185-1192.

Dubey, S., T. Maddalena, L. Bonny, D. L. Jeffries, and C.
Dufresnes. 2019. Population genomics of an exceptional
hybridogenetic system of Pelophylax water frogs. BMC
Evolutionary Biology 19:164.

Dufresnes, C., G. Mazepa, D. Jablonski, R. A. Sadek, and S.
N. Litvinchuk. 2019. A river runs through it: tree frog
genomics supports the Dead Sea Rift as a rare phylogeo-
graphical break. Biological Journal of the Linnean Society
128:130-137.

Dufresnes, C., G. Mazepa, N. Rodrigues, A. Brelsford, S. N.
Litvinchuk, R. Sermier, G. Lavanchy, C. Betto-Colliard,
O. Blaser, A. Borzée, E. Cavoto, G. Fabre, K. Ghali, C.
Grossen . . . D. L. Jeffries. 2018. Genomic evidence for
cryptic speciation in tree frogs from the Apennine
Peninsula, with description of Hyla perrini sp. nov.
Frontiers in Ecology and Evolution 6:144.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



Points of view

Dufresnes, C., A. G. Nicieza, S. N. Litvinchuk, N.
Rodrigues, D. L. Jeffries, M. Vences, N. Perrin, and i.
Martinez-Solano. 2020a. Are glacial refugia hotspots of
speciation and cytonuclear discordances? Answers from
the genomic phylogeography of Spanish common frogs.
Molecular Ecology 29:986-1000.

Dufresnes, C., M. Pribille, B. Alard, H. Gongalves, F. Amat,
P. A. Crochet, S. Dubey, N. Perrin, L. Fumagalli, M.
Vences, and I. Martinez-Solano. 2020b. Integrating
hybrid zone analyses in species delimitation: lessons from
two anuran radiations of the Western Mediterranean.
Heredity 124:423-438.

Duranton, M., F. Allal, C. Fraisse, N. Bierne, F. Bonhomme,
and P. A. Gagnaire. 2018. The origin and remolding of
genomic islands of differentiation in the European sea
bass. Nature Communications 9:2518.

Edwards, S., and S. Bensch. 2009. Looking forwards or
looking backwards in avian phylogeography? A comment
on Zink and Barrowclough 2008. Molecular Ecology 18:
2930-2933.

Edwards, S. V. 2009. Is a new and general theory of
molecular systematics emerging? Evolution 63:1-19.

Edwards, S. V., R. Hopkins, and J. Mallet. 2020. Speciation,
p- 296-318. In: The Theory of Evolution. S. M. Scheiner
and D. P. Mindell (eds.). University of Chicago Press,
Chicago.

Edwards, S. V., S. Potter, C. J. Schmitt, J. G. Bragg, and C.
Moritz. 2016. Reticulation, divergence, and the phylo-
geography-phylogenetics continuum. Proceedings of the
National Academy of Sciences of the United States of
America 113:8025-8032.

Eldredge, N., and J. Cracraft. 1980. Phylogenetic Patterns
and the Evolutionary Process: Method and Theory in
Comparative Biology. Columbia University Press, New
York.

Elshire, R. J., J. C. Glaubitz, Q. Sun, J. A. Poland, K.
Kawamoto, E. S. Buckler, and S. E. Mitchell. 2011. A
robust, simple genotyping-by-sequencing (GBS) approach
for high diversity species. PLoS ONE 6:19379.

Endler, J. A. 1977. Geographic Variation, Speciation, and
Clines. Princeton University Press, Princeton, New Jersey.

Engelbrecht, H. M., W. R. Branch, E. Greenbaum, G. ]J.
Alexander, K. Jackson, M. Burger, W. Conradie, C.
Kusamba, A. G. Zassi-Boulou, and K. A. Tolley. 2019.
Diversifying into the branches: species boundaries in
African green and bush snakes, Philothamnus (Serpentes:
Colubridae). Molecular Phylogenetics and Evolution 130:
357-365.

Faircloth, B. C., J. E. McCormack, N. G. Crawford, M. G.
Harvey, R. T. Brumfield, and T. C. Glenn. 2012. Ultra-
conserved elements anchor thousands of genetic markers
spanning multiple evolutionary timescales. Systematic
Biology 61:717-726.

Feder, J. L., S. P. Egan, and P. Nosil. 2012. The genomics of
speciation-with-gene-flow. Trends in Genetics 28:342-350.

Felsenstein, J. 2006. Accuracy of coalescent likelihood
estimates: Do we need more sites, more sequences, or
more loci? Molecular Biology and Evolution 23:691-700.

Ferrier, S., G. Manion, J. Elith, and K. Richardson. 2007.
Using generalized dissimilarity modelling to analyse and
predict patterns of beta diversity in regional biodiversity
assessment. Diversity and Distributions 13:252-264.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use

887

Figueird, H. V., G. Li, F. J. Trindade, J. Assis, F. Pais, G.
Fernandes, S. H. D. Santos, G. M. Hughes, A. Komissarov,
A. Antunes, C. S. Trinca, M. R. Rodrigues, T. Linderoth,
K. Bi . . . E. Eizirik. 2017. Genome-wide signatures of
complex introgression and adaptive evolution in the big
cats. Science Advances 3:€1700299.

Firneno, T. J., J. R. O’Neill, D. M. Portik, A. H. Emery, J. H.
Townsend, and M. K. Fujita. 2020. Finding complexity in
complexes: assessing the causes of mitonuclear discor-
dance in a problematic species complex of Mesoamerican
toads. Molecular Ecology 29:3543-3559.

Fitch, H. S. 1960. Autecology of the copperhead. University
of Kansas Publications, Museum of Natural History 13:85-
288.

Fitzpatrick, B. M., J. A. Fordyce, and S. Gavrilets. 2009.
Pattern, process and geographic modes of speciation.
Journal of Evolutionary Biology 22:2342-2347.

Flouris, T., X. Jiao, B. Rannala, and Z. Yang. 2019. A
Bayesian implementation of the multispecies coalescent
model with introgression for phylogenomic analysis.
Molecular Biology and Evolution 37:1211-1223.

Frost, D. R., and A. G. Kluge. 1994. A consideration of
epistemology in systematic biology, with special reference
to species. Cladistics 10:259-294.

Fujita, M. K., and A. D. Leaché. 2010. A coalescent
perspective on delimiting and naming species: a reply to
Bauer et al. Proceedings of the Royal Society B: Biological
Sciences 278:493-4935.

Fujita, M. K., A. D. Leaché¢, E. T. Burbrink, J. A. McGuire,
and C. Moritz. 2012. Coalescent-based species delimita-
tion in an integrative taxonomy. Trends in Ecology &
Evolution 27:480-488.

Fujita, M. K., J. A. McGuire, S. C. Donnellan, and C.
Moritz. 2010. Diversification and persistence at the arid-
monsoonal interface: Australia-wide biogeography of the
Bynoe’s gecko (Heteronotia binoei; Gekkonidae). Evolution
64:2293-2314.

Funk, D. J., and K. E. Omland. 2003. Species-level paraphyly
and polyphyly: frequency, causes, and consequences, with
insights from animal mitochondrial DNA. Annual Review
of Ecology, Evolution, and Systematics 34:397-423.

Fusinatto, L. A., J. Alexandrino, C. F. B. Haddad, T. O.
Brunes, C. F. D. Rocha, and F. Sequeira. 2013. Cryptic
genetic diversity is paramount in small-bodied amphibians
of the genus Euparkerella (Anura: Craugastoridae) endemic
to the Brazilian Atlantic Forest. PLoS ONE 8:e79504.

Galtier, N. 2019. Delineating species in the speciation
continuum: a proposal. Evolutionary Applications 12:
657-663.

Gamble, T.,, P. B. Berendzen, H. Bradley Shaffer, D. E.
Starkey, and A. M. Simons. 2008. Species limits and
phylogeography of North American cricket frogs (Acris:
Hylidae). Molecular Phylogenetics and Evolution 48:112-
125.

Garner, A. G., B. E. Goulet, M. C. Farnitano, Y. F. Molina-
Henao, and R. Hopkins. 2018. Genomic signatures of
reinforcement. Genes 9:191.

Gemmell, N. J., K. Rutherford, S. Prost, M. Tollis, D.
Winter, J. R. Macey, D. L. Adelson, A. Suh, T. Bertozzi, J.
H. Grau, C. Organ, P. P. Gardner, M. Muffato, M. Patricio
. . . Ngatiwai Trust Board. 2020. The tuatara genome
reveals ancient features of amniote evolution. Nature 584:
403-409.



888

Georges, A., B. Gruber, G. B. Pauly, D. White, M. Adams,
M. J. Young, A. Kilian, X. Zhang, H. B. Shaffer, and P. J.
Unmack. 2018. Genomewide SNP markers breathe new
life into phylogeography and species delimitation for the
problematic short-necked turtles (Chelidae: Emydura) of
eastern Australia. Molecular Ecology 27:5195-5213.

Gibeaux, R., R. Acker, M. Kitaoka, G. Georgiou, I. Van
Kruijsbergen, B. Ford, E. M. Marcotte, D. K. Nomura, T.
Kwon, and G. J. C. Veenstra. 2018. Paternal chromosome
loss and metabolic crisis contribute to hybrid inviability in
Xenopus. Nature 553:337-341.

Gloyd, H. K., and R. Conant. 1990. Snakes of the Agkistrodon
Complex: A Monographic Review. Contributions to Her-
petology 6. Society for the Study of Amphibians and
Reptiles, Saint Louis.

Godwin, J. C,, J. E. Lovich, J. R. Ennen, B. R. Kreiser, B.
Folt, and C. Lechowicz. 2014. Hybridization of two
megacephalic map turtles (Testudines: Emydidae: Grap-
temys) in the Choctawhatchee river drainage of Alabama
and Florida. Copeia 2014:725-742.

Gompert, Z., E. G. Mandeville, and C. A. Buerkle. 2017.
Analysis of population genomic data from hybrid zones.
Annual Review of Ecology, Evolution, and Systematics 48:
207-229.

Gray, L. N, A. ]J. Barley, S. Poe, R. C. Thomson, A. Nieto-
Montes de Oca, and I. J. Wang. 2019. Phylogeography of
a widespread lizard complex reflects patterns of both
geographic and ecological isolation. Molecular Ecology
28:644-657.

Griffiths, R. C., and S. Tavaré. 1994. Simulating probability
distributions in the coalescent. Theoretical Population
Biology 46:131-159.

Gutenkunst, R. N., R. D. Hernandez, S. H. Williamson, and
C. D. Bustamante. 2009. Inferring the joint demographic
history of multiple populations from multidimensional
SNP frequency data. PLoS Genetics 5:1000695.

Haenel, G. J., and V. Del Gaizo Moore. 2018. Functional
divergence of mitochondria and coevolution of genomes:
cool mitochondria in hot lizards. Physiological and
Biochemical Zoology 91:1068-1081.

Han, F, S. Lamichhaney, B. R. Grant, P. R. Grant, L.
Andersson, and M. T. Webster. 2017. Gene flow, ancient
polymorphism, and ecological adaptation shape the
genomic landscape of divergence among Darwin’s finches.
Genome Research 27:1004-1015.

Harris, R. B., and J. D. Jensen. 2020. Considering genomic
scans for selection as coalescent model choice. Genome
Biology and Evolution 12:871-877.

Harrison, R. G., and E. L. Larson. 2014. Hybridization,
introgression, and the nature of species boundaries.
Journal of Heredity 105(Suppl. 1):795-809.

Harvey, M. G., S. Singhal, and D. L. Rabosky. 2019. Beyond
reproductive isolation: demographic controls on the
speciation process. Annual Review of Ecology, Evolution,
and Systematics 50:75-95.

Hejase, H. A., A. Salman-Minkov, L. Campagna, M. J.
Hubisz, 1. J. Lovette, I. Gronau, and A. Siepel. 2020.
Genomic islands of differentiation in a rapid avian
radiation have been driven by recent selective sweeps.
Proceedings of the National Academy of Sciences of the
United States of America 117:30554-30565.

Hekkala, E. R., S. G. Platt, J. B. Thorbjarnarson, T. R.
Rainwater, M. Tessler, S. W. Cunningham, C. Twomey,

Ichthyology & Herpetology 109, No. 3, 2021

and G. Amato. 20135. Integrating molecular, phenotypic
and environmental data to elucidate patterns of crocodile
hybridization in Belize. Royal Society Open Science 2:
150409.

Hewitt, G. M. 2011. Quaternary phylogeography: the roots
of hybrid zones. Genetica 139:617-638.

Hey, J. 2001. The mind of the species problem. Trends in
Ecology & Evolution 16:326-329.

Hey, J. 2010. Isolation with migration models for more than
two populations. Molecular Biology and Evolution 27:905-
920.

Hillis, D. M. 1990. A new species of xenodontine colubrid
snake of the genus Synophis from Ecuador and the
phylogeny of the genera Synophis and Emmochliophis.
Occasional Papers of the Museum of Natural History, The
University of Kansas 135:1-9.

Hillis, D. M. 2019. Species delimitation in herpetology.
Journal of Herpetology 53:3-12.

Hillis, D. M. 2020. The detection and naming of geographic
variation within species. Herpetological Review 51:52-56.

Hime, P. M., S. Hotaling, R. E. Grewelle, E. M. O'Neill, S. R.
Voss, H. B. Shaffer, and D. W. Weisrock. 2016. The
influence of locus number and information content on
species delimitation: an empirical test case in an endan-
gered Mexican salamander. Molecular Ecology 25:5959-
5974.

Hime, P. M., A. R. Lemmon, E. C. M. Lemmon, E. Prendini,
J. M. Brown, R. C. Thomson, J. D. Kratovil, B. P. Noonan,
R. A. Pyron, P. L. V. Peloso, M. L. Kortyna, J. S. Keogh, S.
C. Donnellan, R. L. Mueller . . . D. W. Weisrock. 2021.
Phylogenomics reveals ancient gene tree discordance in
the amphibian tree of life. Systematic Biology 70:49-66.

Homola, J. J., C. S. Loftin, and M. T. Kinnison. 2019.
Landscape genetics reveals unique and shared effects of
urbanization for two sympatric pool-breeding amphibians.
Ecology and Evolution 9:11799-11823.

Howard, D. J. 1993. Reinforcement: origin, dynamics, and
fate of an evolutionary hypothesis, p. 46-49. In: Hybrid
Zones and the Evolutionary Process. R. G. Harrison (ed.).
Oxford University Press, Oxford.

Hudson, R. R., and J. A. Coyne. 2002. Mathematical
consequences of the genealogical species concept. Evolu-
tion 56:1557-1565.

Jackson, N. D., B. C. Carstens, A. E. Morales, and B. C.
O’Meara. 2016. Species delimitation with gene flow.
Systematic Biology 66:799-812.

Jaeger, J. R., B. R. Riddle, and D. F. Bradford. 2005. Cryptic
Neogene vicariance and Quaternary dispersal of the red-
spotted toad (Bufo punctatus): insights on the evolution of
North American warm desert biotas. Molecular Ecology 14:
3033-3048.

Jancachova-Laskova, J., E. Landova, and D. Frynta. 2015.
Are genetically distinct lizard species able to hybridize? A
review. Current Zoology 61:155-180.

Jensen, J. L., A. J. Bohonak, and S. T. Kelley. 2005. Isolation
by distance, web service. BMC Genetics 6:13.

Jhuang, H.-Y., H.-Y. Lee, and J.-Y. Leu. 2017. Mitochondri-
al-nuclear co-evolution leads to hybrid incompatibility
through pentatricopeptide repeat proteins. EMBO Reports
18:87-101.

Jiggins, C. D. 2019. Can genomics shed light on the origin of
species? PLoS Biology 17:e3000394.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



Points of view

Jombart, T., S. Devillard, A. B. Dufour, and D. Pontier.
2008. Revealing cryptic spatial patterns in genetic variabil-
ity by a new multivariate method. Heredity 101:92-103.

Jones, K. S., and D. W. Weisrock. 2018. Genomic data reject
the hypothesis of sympatric ecological speciation in a clade
of Desmognathus salamanders. Evolution 72:2378-2393.

Kapfer, J. M., B. L. Sloss, G. W. Schuurman, R. A. Paloski,
and J. M. Lorch. 2013. Evidence of hybridization between
Common Gartersnakes (Thamnophis sirtalis) and Butler’s
Gartersnakes (Thamnophis butleri) in Wisconsin, USA.
Journal of Herpetology 47:400-405.

Kindler, C., M. Cheévre, S. Ursenbacher, W. Bohme, A.
Hille, D. Jablonski, M. Vamberger, and U. Fritz. 2017.
Hybridization patterns in two contact zones of grass snakes
reveal a new Central European snake species. Scientific
Reports 7:7378.

Kingman, J. F. C. 1982. On the genealogy of large
populations. Journal of Applied Probability 19:27-43.

Knief, U., C. M. Bossu, N. Saino, B. Hansson, J. Poelstra, N.
Vijay, M. Weissensteiner, and J. B. W. Wolf. 2019.
Epistatic mutations under divergent selection govern
phenotypic variation in the crow hybrid zone. Nature
Ecology and Evolution 3:570-576.

Knowles, L. L., and B. C. Carstens. 2007a. Estimating a
geographically explicit model of population divergence.
Evolution 61:477-493.

Knowles, L. L., and B. C. Carstens. 2007b. Delimiting
species without monophyletic gene trees. Systematic
Biology 56:887-895.

Knowles, L. L., B. C. Carstens, and M. L. Keat. 2007.
Coupling genetic and ecological-niche models to examine
how past population distributions contribute to diver-
gence. Current Biology 17:940-946.

Knowles, L. L., and W. P. Maddison. 2002. Statistical
phylogeography. Molecular Ecology 11:2623-2635.

Koch, C., M. Flecks, P. J. Venegas, P. Bialke, S. Valverde,
and D. Roedder. 2016. Applying n-dimensional hyper-
volumes for species delimitation: unexpected molecular,
morphological, and ecological diversity in the Leaf-Toed
Gecko Phyllodactylus reissii Peters, 1862 (Squamata: Phyllo-
dactylidae) from northern Peru. Zootaxa 4161:41-80.

Kolora, S. R. R., A. Weigert, A. Saffari, S. Kehr, M. B. W.
Costa, C. Sproer, H. Indrischek, M. Chintalapati, K.
Lohse, G. Doose, J. Overmann, B. Bunk, C. Bleidorn, A.
Grimm-Seyfarth . . . M. Schlegel. 2019. Divergent
evolution in the genomes of closely related lacertids,
Lacerta viridis and L. bilineata and implications for
speciation. GigaScience 8:giy160.

Kozak, K. H., and J. J. Wiens. 2006. Does niche conservatism
promote speciation? A case study in North American
salamanders. Evolution 60:2604-2621.

Kuchta, S. R., A. D. Brown, P. E. Converse, and R. Highton.
2016. Multilocus phylogeography and species delimitation
in the Cumberland plateau salamander, Plethodon kentucki:
incongruence among data sets and methods. PLoS ONE 11:
e0150022.

Kuchta, S. R.,, A. D. Brown, and R. Highton. 2018.
Disintegrating over space and time: paraphyly and species
delimitation in the Wehrle’s Salamander complex. Zoolog-
ica Scripta 47:285-299.

Kumar, V., F. Lammers, T. Bidon, M. Pfenninger, L. Kolter,
M. A. Nilsson, and A. Janke. 2017. The evolutionary

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use

889

history of bears is characterized by gene flow across species.
Scientific Reports 7:46487.

Lamelza, P, and M. Ailion. 2017. Cytoplasmic-nuclear
incompatibility between wild isolates of Caenorhabditis
nouraguensis. G3: Genes|Genomes|Genetics 7:823-834.

Leaché, A. D., and M. K. Fujita. 2010. Bayesian species
delimitation in West African forest geckos (Hemidactylus
fasciatus). Proceedings of the Royal Society B: Biological
Sciences 277:3071-3077.

Leaché, A. D., M. S. Koo, C. L. Spencer, T. J. Papenfuss, R.
N. Fisher, and J. A. McGuire. 2009. Quantifying ecolog-
ical, morphological, and genetic variation to delimit
species in the coast horned lizard species complex
(Phrynosoma). Proceedings of the National Academy of
Sciences of the United States of America 106:12418-12423.

Leaché, A. D., J. R. Oaks, C. Ofori-Boateng, and M. K.
Fujita. 2020. Comparative phylogeography of West African
amphibians and reptiles. Evolution 74:716-724.

Leaché, A. D., and T. W. Reeder. 2002. Molecular system-
atics of the Eastern Fence Lizard (Sceloporus undulatus): a
comparison of parsimony, likelihood, and Bayesian ap-
proaches. Systematic Biology 51:44-68.

Leaché, A. D., T. Zhu, B. Rannala, and Z. Yang. 2019. The
spectre of too many species. Systematic Biology 68:168-
181.

Lee-Yaw, J. A.,, C. G. C. Jacobs, and D. E. Irwin. 2014.
Individual performance in relation to cytonuclear discor-
dance in a northern contact zone between long-toed
salamander (Ambystoma macrodactylum) lineages. Molecu-
lar Ecology 23:4590-4602.

Lemmon, A. R, S. A. Emme, and E. M. Lemmon. 2012.
Anchored hybrid enrichment for massively high-through-
put phylogenomics. Systematic Biology 61:727-744.

Lemmon, E. M., A. R. Lemmon, J. T. Collins, J. A. Lee-Yaw,
and D. C. Cannatella. 2007. Phylogeny-based delimita-
tion of species boundaries and contact zones in the trilling
chorus frogs (Pseudacris). Molecular Phylogenetics and
Evolution 44:1068-1082.

Liu, L., L. L. Yu, L. Kubatko, D. K. Pearl, and S. V. Edwards.
2009. Coalescent methods for estimating phylogenetic
trees. Molecular Phylogenetics and Evolution 53:320-328.

Liu, Z., G. Chen, T. Zhu, Z. Zeng, Z. Lyu, J. Wang, K.
Messenger, A. J. Greenberg, Z. Guo, Z. Yang, S. Shi, and
Y. Wang. 2018. Prevalence of cryptic species in morpho-
logically uniform taxa—fast speciation and evolutionary
radiation in Asian frogs. Molecular Phylogenetics and
Evolution 127:723-731.

Lloyd, R. E., and J. E. McGeehand. 2013. Structural analyses
of mitochondrial mutations reveals a role of bigenomic
protein interactions in human diseases. PLoS ONE 8:€690.

Ma, H., N. Marti Gutierrez, R. Morey, C. Van Dyken, E.
Kang, T. Hayama, Y. Lee, Y. Li, R. Tippner-Hedges, D. P.
Wolf, L. C. Laurent, and S. Mitalipov. 2016. Incompat-
ibility between nuclear and mitochondrial genomes con-
tributes to an interspecies reproductive barrier. Cell
Metabolism 24:283-294.

Ma, Y., J. Wang, Q. Hu, J. Lj, Y. Sun, L. Zhang, R. J. Abbott,
J. Liu, and K. Mao. 2019. Ancient introgression drives
adaptation to cooler and drier mountain habitats in a
cypress species complex. Communications Biology 2:213.

Macey, J. R, S. Pabinger, C. G. Barbieri, E. S. Buring, V. L.
Gonzalez, D. G. Mulcahy, D. P. DeMeo, L. Urban, P. M.
Hime, S. Prost, A. N. Elliot, and N. J. Gemmell. 2021.



890

Evidence of two deeply divergent co-existing mitochon-
drial genomes in the Tuatara reveals an extremely complex
genomic organization. Communications Biology 4:116.

Maddison, W. P,, and L. L. Knowles. 2006. Inferring
phylogeny despite incomplete lineage sorting. Systematic
Biology 55:21-30.

Maddock, S. T., A. Childerstone, B. G. Fry, D. J. Williams,
A. Barlow, and W. Wiister. 2017. Multi-locus phylogeny
and species delimitation of Australo-Papuan blacksnakes
(Pseudechis Wagler, 1830: Elapidae: Serpentes). Molecular
Phylogenetics and Evolution 107:48-55.

Makowsky, R., J. C. Marshall, Jr., J. McVay, P. T. Chippin-
dale, and L. J. Rissler. 2010. Phylogeographic analysis and
environmental niche modeling of the plain-bellied water-
snake (Nerodia erythrogaster) reveals low levels of genetic
and ecological differentiation. Molecular Phylogenetics
and Evolution 55:985-995.

Mallet, J. 1995. A species definition for the modern
synthesis. Trends in Ecology & Evolution 10:294-299.

Mallet, J. 2008. Hybridization, ecological races and the
nature of species: empirical evidence for the ease of
speciation. Philosophical Transactions of the Royal Society
B: Biological Sciences 363:2971-2986.

Mallet, J. 2020. Alternative views of biological species:
reproductively isolated units or genotypic clusters? Na-
tional Science Review 7:1401-1407.

Mallet, J., N. Besansky, and M. W. Hahn. 2016. How
reticulated are species? BioEssays 38:140-149.

Marques, D. A., K. Lucek, J. I. Meier, S. Mwaiko, C. E.
Wagner, L. Excoffier, and O. Seehausen. 2016. Genomics
of rapid incipient speciation in sympatric threespine
stickleback. PLoS Genetics 12:e1005887.

Martin, B. T., T. K. Chafin, M. R. Douglas, J. S. Placyk, Jr.,
R. D. Birkhead, C. A. Phillips, and M. E. Douglas. 2021.
The choices we make and the impacts they have: machine
learning and species delimitation in North American box
turtles (Terrapene spp.). Molecular Ecology Resources. DOI:
10.1111/1755-0998.13350.

Martin, B. T., M. R. Douglas, T. K. Chafin, J. S. Placyk, Jr.,
R. D. Birkhead, C. A. Phillips, and M. E. Douglas. 2020.
Contrasting signatures of introgression in North American
box turtle (Terrapene spp.) contact zones. Molecular
Ecology 29:4186-4202.

Mason, A. ]J., E G. Grazziotin, H. Zaher, A. R. Lemmon, E.
M. Lemmon, and C. L. Parkinson. 2019. Reticulate
evolution in nuclear Middle America causes discordance
in the phylogeny of palm-pitvipers (Viperidae: Bothriechis).
Journal of Biogeography 46:833-844.

Mason, N. A,, N. K. Fletcher, B. A. Gill, W. C. Funk, and K.
R. Zamudio. 2020. Coalescent-based species delimitation
is sensitive to geographic sampling and isolation by
distance. Systematics and Biodiversity 18:269-280.

Mayr, E. 1942. Systematics and the Origin of Species from
the Viewpoint of a Zoologist. Columbia University Press,
New York.

Mayr, E. 1963. Animal Species and Evolution. Belknap Press
of Harvard University Press, Cambridge, Massachusetts.
McEntee, J. P, J. G. Burleigh, and S. Singhal. 2020.
Dispersal predicts hybrid zone widths across animal
diversity: implications for species borders under incom-
plete reproductive isolation. The American Naturalist 196:

9-28.

Ichthyology & Herpetology 109, No. 3, 2021

McGuire, J. A., C. W. Linkem, M. S. Koo, D. W. Hutchison,
A. K. Lappin, D. 1. Orange, J. Lemos-Espinal, B. R.
Riddle, and J. R. Jaeger. 2007. Mitochondrial introgres-
sion and incomplete lineage sorting through space and
time: phylogenetics of crotaphytid lizards. Evolution 61:
2879-2897.

McKelvy, A. D., and F. T. Burbrink. 2017. Ecological
divergence in the yellow-bellied kingsnake (Lampropeltis
calligaster) at two North American biodiversity hotspots.
Molecular Phylogenetics and Evolution 106:61-72.

McVean, G., P. Awadalla, and P. Fearnhead. 2002. A
coalescent-based method for detecting and estimating
recombination from gene sequences. Genetics 160:1231-
1241.

Melville, J., K. Chaplin, C. A. Hipsley, S. D. Sarre, J.
Sumner, and M. Hutchinson. 2019. Integrating phylo-
geography and high-resolution X-ray CT reveals five new
cryptic species and multiple hybrid zones among Austra-
lian earless dragons. Royal Society Open Science 12:
191166.

Melville, J., M. L. Haines, K. Boysen, L. Hodkinson, A.
Kilian, K. L. S. Date, D. A. Potvin, and K. M. Parris. 2017.
Identifying hybridization and admixture using SNPs:
application of the DArTseq platform in phylogeographic
research on vertebrates. Royal Society Open Science 4:
161061.

Mérot, C., C. Salazar, R. M. Merrill, C. D. Jiggins, and M.
Joron. 2017. What shapes the continuum of reproductive
isolation? Lessons from Heliconius butterflies. Proceedings
of the Royal Society B: Biological Sciences 284:20170335.

Milian-Garcia, Y., G. Amato, J. Gatesy, E. Hekkala, N.
Rossi, and M. Russello. 2020. Phylogenomics reveals
novel relationships among Neotropical crocodiles (Croc-
odylus spp.). Molecular Phylogenetics and Evolution 152:
106924.

Miller, M. R, J. P. Dunham, A. Amores, W. A. Cresko, and
E. A. Johnson. 2007. Rapid and cost-effective polymor-
phism identification and genotyping using restriction site
associated DNA (RAD) markers. Genome Research 17:240-
248.

Moran, B. M., C. Payne, Q. Langdon, D. L. Powell, Y.
Brandvain, and M. Schumer. 2021. The genomic conse-
quences of hybridization. eLife 10:e69016.

Morando, M., M. Olave, L. J. Avila, J. W. Sites, and A. D.
Leaché. 2020. Phylogenomic data resolve higher-level
relationships within South American Liolaemus lizards.
Molecular Phylogenetics and Evolution 147:106781.

Moritz, C., T. E. Dowling, and W. M. Brown. 1987.
Evolution of animal mitochondrial DNA: relevance for
population biology and systematics. Annual Review of
Ecology and Systematics 18:269-292.

Moritz, C., M. K. Fujita, D. Rosauer, R. Agudo, G. Bourke, P.
Doughty, R. Palmer, M. Pepper, S. Potter, R. Pratt, M.
Scott, M. Tonione, and S. Donnellan. 2016. Multilocus
phylogeography reveals nested endemism in a gecko across
the monsoonal tropics of Australia. Molecular Ecology 25:
1354-1366.

Muller, H. J. 1942. Isolating mechanisms, evolution and
temperature, p. 71-125. In: Biological Symposia. Volume 6.
Temperature and evolution. Isolating mechanisms. Genet-
ic control of embryonic development. A Series of Volumes
Devoted to Current Symposia in the Field of Biology.
Jacques Cattell Press, Lancaster, Pennsylvania.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



Points of view

Myers, E. A., R. W. Bryson, R. W. Hansen, M. L. Aardema,
D. Lazcano, and F. T. Burbrink. 2019a. Exploring
Chihuahuan Desert diversification in the gray-banded
kingsnake, Lampropeltis alterna (Serpentes: Colubridae).
Molecular Phylogenetics and Evolution 131:211-218.

Myers, E. A,, J. L. Burgoon, J. M. Ray, J. E. Martinez-Gomez,
N. Matias-Ferrer, D. G. Mulcahy, and F. T. Burbrink.
2017b. Coalescent species tree inference of Coluber and
Masticophis. Copeia 105:640-648.

Myers, E. A., M. J. Hickerson, and F. T. Burbrink. 2017a.
Asynchronous diversification of snakes in the North
American warm deserts. Journal of Biogeography 44:461-
474.

Myers, E. A., A. D. McKelvy, and F. T. Burbrink. 2020.
Biogeographic barriers, Pleistocene refugia, and climatic
gradients in the southeastern Nearctic drive diversification
in cornsnakes (Pantherophis guttatus complex). Molecular
Ecology 29:797-811.

Myers, E. A., A. T. Xue, M. Gehara, C. L. Cox, A. R. Davis
Rabosky, J. Lemos-Espinal, J. E. Martinez-Gomez, and F.
T. Burbrink. 2019b. Environmental heterogeneity and not
vicariant biogeographic barriers generate community-wide
population structure in desert-adapted snakes. Molecular
Ecology 28:4535-4548.

Nachman, M. W,, and B. A. Payseur. 2012. Recombination
rate variation and speciation: theoretical predictions and
empirical results from rabbits and mice. Philosophical
Transactions of the Royal Society B: Biological Sciences
367:409-421.

Nadachowska, K. 2010. Divergence with gene flow—the
amphibian perspective. Herpetological Journal 20:7-15.
Nadeau, N. J., A. Whibley, R. T. Jones, J. W. Davey, K. K.
Dasmahapatra, S. W. Baxter, M. A. Quail, M. Joron, R. H.
ffrench-Constant, M. L. Blaxter, J. Mallet, and C. D.
Jiggins. 2012. Genomic islands of divergence in hybridiz-
ing Heliconius butterflies identified by large-scale targeted
sequencing. Philosophical Transactions of the Royal

Society B: Biological Sciences 367:343-353.

Neal, K. M., B. B. Johnson, and H. B. Shaffer. 2018. Genetic
structure and environmental niche modeling confirm two
evolutionary and conservation units within the western
spadefoot (Spea hammondii). Conservation Genetics 19:
937-946.

Nelson, G. J., and N. I. Platnick. 1981. Systematics and
Biogeography: Cladistics and Vicariance. Columbia Uni-
versity Press, New York.

Noor, M. A. E, and S. M. Bennett. 2009. Islands of speciation
or mirages in the desert? Examining the role of restricted
recombination in maintaining species. Heredity 103:439-
444,

Nosil, P. 2008. Speciation with gene flow could be common.
Molecular Ecology 17:2103-2106.

Nosil, P. 2012. Ecological Speciation. Oxford University
Press, Oxford.

Nosil, P., D. J. Funk, and D. Ortiz-Barrientos. 2009.
Divergent selection and heterogeneous genomic diver-
gence. Molecular Ecology 18:375-402.

Nosil, P., and D. Schluter. 2011. The genes underlying the
process of speciation. Trends in Ecology & Evolution 26:
160-167.

Olave, M., L. E. Martinez, L. J. Avila, J. W. Sites, and M.
Morando. 2011. Evidence of hybridization in the Argen-
tinean lizards Liolaemus gracilis and Liolaemus bibronii

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use

891

(Iguania: Liolaemini): an integrative approach based on
genes and morphology. Molecular Phylogenetics and
Evolution 61:381-391.

Omernik, J. M. 1987. Ecoregions of the conterminous
United States. Annals of the Association of American
Geographers 77:118-125.

Orr, H. A. 1995. The population genetics of speciation: the
evolution of hybrid incompatibilities. Genetics 139:1805-
1813.

Orr, H. A.,, and M. Turelli. 2001. The evolution of
postzygotic isolation: accumulating Dobzhansky-Muller
incompatibilities. Evolution 55:1085-1094.

Ortega-Andrade, H. M., O. R. Rojas-Soto, J. H. Valencia, A.
Espinosa de Los Monteros, J. J. Morrone, S. R. Ron, and
D. C. Cannatella. 2015. Insights from integrative system-
atics reveal cryptic diversity in Pristimantis frogs (Anura:
Craugastoridae) from the Upper Amazon Basin. PLoS ONE
10:e0143392.

Pacheco-Sierra, G., E. Vazquez-Dominguez, J. Pérez-Alqui-
cira, M. Suarez-Atilano, and J. Dominguez-Laso. 2018.
Ancestral hybridization yields evolutionary distinct hy-
brids lineages and species boundaries in crocodiles, posing
unique conservation conundrums. Frontiers in Ecology
and Evolution 6:138.

Patton, A. H., M. J. Margres, B. Epstein, J. Eastman, L. J.
Harmon, and A. Storfer. 2020. Hybridizing salamanders
experience accelerated diversification. Scientific Reports
10:6566.

Pavon-Vazquez, C. J., U. O. Garcia-Vazquez, R. W. Bryson,
M. Feria-Ortiz, N. L. Manriquez-Moran, and A. Nieto-
Montes de Oca. 2018. Integrative species delimitation in
practice: revealing cryptic lineages within the short-nosed
skink Plestiodon brevirostris (Squamata: Scincidae). Molecu-
lar Phylogenetics and Evolution 129:242-257.

Payseur, B. A.,, and L. H. Rieseberg. 2016. A genomic
perspective on hybridization and speciation. Molecular
Ecology 25:2337-2360.

Penalba, J. V., and J. B. W. Wolf. 2020. From molecules to
populations: appreciating and estimating recombination
rate variation. Nature Reviews Genetics 21:476-492.

Peterman, W. E., and N. S. Pope. 2021. The use and misuse
of regression models in landscape genetic analyses.
Molecular Ecology 30:37-47.

Petkova, D., J. Novembre, and M. Stephens. 2016.
Visualizing spatial population structure with estimated
effective migration surfaces. Nature Genetics 48:94-100.

Pie, M. R., M. R. Bornschein, L. E. Ribeiro, B. C. Faircloth,
and J. E. McCormack. 2019. Phylogenomic species
delimitation in microendemic frogs of the Brazilian
Atlantic Forest. Molecular Phylogenetics and Evolution
141:106627.

Piganeau, G., M. Gardner, and A. Eyre-Walker. 2004. A
broad survey of recombination in animal mitochondria.
Molecular Biology and Evolution 21:2319-2325.

Pinho, C., A. Kaliontzopoulou, M. A. Carretero, D. ]J.
Harris, and N. Ferrand. 2009. Genetic admixture between
the Iberian endemic lizards Podarcis bocagei and Podarcis
carbonelli: evidence for limited natural hybridization and a
bimodal hybrid zone. Journal of Zoological Systematics
and Evolutionary Research 47:368-377.

Pinto, B. J., G. R. Collij, T. E. Higham, A. P. Russell, D. P.
Scantlebury, L. J. Vitt, and T. Gamble. 2019. Population
genetic structure and species delimitation of a widespread,



892

Neotropical dwarf gecko. Molecular Phylogenetics and
Evolution 133:54-66.

Plotner, J., T. Uzzell, P. Beerli, C. Spolsky, T. Ohst, S. N.
Litvinchuk, G.-D. Huex, H.-U. Reyer, and H. Hotz. 2008.
Widespread unidirectional transfer of mitochondrial DNA:
a case in western Palaearctic water frogs. Journal of
Evolutionary Biology 21:668-681.

Portillo, F, E. Greenbaum, M. Menegon, C. Kusamba, and
J. M. Dehling. 2015. Phylogeography and species bound-
aries of Leptopelis (Anura: Arthroleptidae) from the Alber-
tine Rift. Molecular Phylogenetics and Evolution 82:75-86.

Powell, R., R. Conant, and J. T. Collins. 2016. Peterson Field
Guide to Reptiles and Amphibians of Eastern and Central
North America. Fourth edition. Houghton Mifflin Har-
court, New York.

Pritchard, J. K., M. Stephens, and P. Donnelly. 2000.
Inference of population structure using multilocus geno-
type data. Genetics 155:945-959.

Proki¢, M. D., S. G. Despotovi¢, T. Z. Vuci¢, T. G. Petrovic,
J. P. Gavri¢, B. R. Gavrilovic, T. B. Radovanovi¢, and Z. S.
Saicic. 2018. Oxidative cost of interspecific hybridization:
a case study of two Triturus species and their hybrids.
Journal of Experimental Biology 221:jeb182055.

Psonis, N., A. Antoniou, O. Kukushkin, D. Jablonski, B.
Petrov, J. Crnobrnja-Isailovi¢, K. Sotiropoulos, I. Gher-
ghel, P. Lymberakis, and N. Poulakakis. 2017. Hidden
diversity in the Podarcis tauricus (Sauria, Lacertidae) species
subgroup in the light of multilocus phylogeny and species
delimitation. Molecular Phylogenetics and Evolution 106:
6-17.

Pyron, R. A, and E T. Burbrink. 2009a. Lineage diversifi-
cation in a widespread species: roles for niche divergence
and conservatism in the common kingsnake, Lampropeltis
getula. Molecular Ecology 18:3443-3457.

Pyron, R. A., and E. T. Burbrink. 2009b. Systematics of the
Common Kingsnake (Lampropeltis getula; Serpentes: Colu-
bridae) and the burden of heritage in taxonomy. Zootaxa
2241:22-32.

Pyron, R. A., and F. T. Burbrink. 2010. Hard and soft
allopatry: physically and ecologically mediated modes of
geographic speciation. Journal of Biogeography 37:2005-
2015.

Pyron, R. A., G. C. Costa, M. A. Patten, and F. T. Burbrink.
2015. Phylogenetic niche conservatism and the evolution-
ary basis of ecological speciation. Biological Reviews of the
Cambridge Philosophical Society 90:1248-1262.

de Queiroz, K. 1998. The general lineage concept of species,
species criteria, and the process of speciation, p. 57-75. In:
Endless Forms: Species and Speciation. D. J. Howard and S.
H. Berlocher (eds.). Oxford University Press, Oxford.

de Queiroz, K. 2005. Different species problems and their
resolution. BioEssays 27:1263-1269.

de Queiroz, K. 2007. Species concepts and species delimita-
tion. Systematic Biology 56:879-886.

de Queiroz, K. 2020. An updated concept of subspecies
resolves a dispute about the taxonomy of incompletely
separated lineages. Herpetological Review 51:459-461.

Ramos, E. K. S., R. F. de Magalhaes, N. C. S. Marques, D.
Baéta, P. C. A. Garcia, and E R. Santos. 2019. Cryptic
diversity in Brazilian endemic monkey frogs (Hylidae,
Phyllomedusinae, Pithecopus) revealed by multispecies
coalescent and integrative approaches. Molecular Phyloge-
netics and Evolution 132:105-116.

Ichthyology & Herpetology 109, No. 3, 2021

Rannala, B. 2015. The art and science of species delimita-
tion. Current Zoology 61:846-853.

Rannala, B., and Z. Yang. 2003. Bayes estimation of species
divergence times and ancestral population sizes using DNA
sequences from multiple loci. Genetics 164:1645-1656.

Rannala, B., and Z. Yang. 2020. Species delimitation, p. 5.5:
1-5.5:18. In: Phylogenetics in the Genomic Era. C.
Scornavacca, F. Delsuc, and N. Galtier (eds.). No commer-
cial publisher | Authors open access book.

Rautsaw, R. M., T. D. Schramer, R. Acuna, L. N. Arick, M.
DiMeo, K. P. Mercier, M. Schrum, A. J. Mason, M. ]J.
Margres, J. L. Strickland, and C. L. Parkinson. 2020.
Genomic adaptations to salinity resist gene flow in the
evolution of Floridian watersnakes. Molecular Biology and
Evolution 38:745-760.

Ravinet, M., R. Faria, R. K. Butlin, J. Galindo, N. Bierne, M.
Rafajlovi¢, M. A. F. Noor, B. Mehlig, and A. M. Westram.
2017. Interpreting the genomic landscape of speciation: a
road map for finding barriers to gene flow. Journal of
Evolutionary Biology 30:1450-1477.

Reeder, T. W., C. J. Cole, and H. C. Dessauer. 2002.
Phylogenetic relationships of whiptail lizards of the genus
Cnemidophorus (Squamata: Teiidae): a test of monophyly,
reevaluation of karyotypic evolution, and review of hybrid
origins. American Museum Novitates 3365:1-61.

Reyes-Velasco, J., R. H. Adams, S. Boissinot, C. L.
Parkinson, J. A. Campbell, T. A. Castoe, and E. N. Smith.
2020. Genome-wide SNPs clarify lineage diversity confused
by coloration in coralsnakes of the Micrurus diastema
species complex (Serpentes: Elapidae). Molecular Phyloge-
netics and Evolution 147:106770.

Reyes-Velasco, J., J. D. Manthey, Y. Bourgeois, X. Freilich,
and S. Boissinot. 2018. Revisiting the phylogeography,
demography and taxonomy of the frog genus Ptychadena
in the Ethiopian highlands with the use of genome-wide
SNP data. PLoS ONE 13:e0190440.

Riddle, B. R., and D. J. Hafner. 2006. A step-wise approach
to integrating phylogeographic and phylogenetic biogeo-
graphic perspectives on the history of a core North
American warm deserts biota. Journal of Arid Environ-
ments 66:435-461.

Rissler, L. J., and W. H. Smith. 2010. Mapping amphibian
contact zones and phylogeographical break hotspots across
the United States. Molecular Ecology 19:5404-5416.

Rosen, D. E. 1978. Vicariant patterns and historical expla-
nation in biogeography. Systematic Zoology 27:159-188.

Roux, C., C. Fraisse, J. Romiguier, Y. Anciaux, N. Galtier,
and N. Bierne. 2016. Shedding light on the grey zone of
speciation along a continuum of genomic divergence. PLoS
Biology 14:€2000234.

Ruane, S. 2015. Using geometric morphometrics for integra-
tive taxonomy: an examination of head shapes of milk-
snakes (genus Lampropeltis). Zoological Journal of the
Linnean Society 174:394-413.

Ruane, S., R. W. Bryson, R. A. Pyron, and F. T. Burbrink.
2014. Coalescent species delimitation in milksnakes (genus
Lampropeltis) and impacts on phylogenetic comparative
analyses. Systematic Biology 63:231-250.

Ruane, S., E. A. Myers, K. Lo, S. Yuen, R. S. Welt, M. Juman,
I. Futterman, R. A. Nussbaum, G. Schneider, F. T.
Burbrink, and C. J. Raxworthy. 2018. Unrecognized
species diversity and new insights into colour pattern
polymorphism within the widespread Malagasy snake

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



Points of view

Mimophis (Serpentes: Lamprophiidae). Systematics and
Biodiversity 16:229-244.

Ruane, S., C. J. Raxworthy, A. R. Lemmon, E. M. Lemmon,
and F. T. Burbrink. 2015a. Comparing species tree
estimation with large anchored phylogenomic and small
Sanger-sequenced molecular datasets: an empirical study
on Malagasy pseudoxyrhophiine snakes. BMC Evolution-
ary Biology 15:221.

Ruane, S., O. Torres-Carvajal, and F. T. Burbrink. 2015b.
Independent demographic responses to climate change
among temperate and tropical milksnakes (Colubridae:
genus Lampropeltis). PLoS ONE 10:e0128543.

Rubinoff, D., and B. S. Holland. 2005. Between two
extremes: mitochondrial DNA is neither the panacea nor
the nemesis of phylogenetic and taxonomic inference.
Systematic Biology 54:952-961.

Rundle, H. D., and P. Nosil. 2005. Ecological speciation.
Ecology Letters 8:336-352.

Schield, D. R, R. H. Adams, D. C. Card, B. W. Perry, G. M.
Pasquesi, T. Jezkova, D. M. Portik, A. L. Andrew, C. L.
Spencer, E. E. Sanchez, M. K. Fujita, S. P. Mackessy, and
T. A. Castoe. 2017. Insight into the roles of selection in
speciation from genomic patterns of divergence and
introgression in secondary contact in venomous rattle-
snakes. Ecology and Evolution 7:3951-3966.

Schield, D. R., D. C. Card, N. R. Hales, B. W. Perry, G. M.
Pasquesi, H. Blackmon, R. H. Adams, A. B. Corbin, C. F.
Smith, B. Ramesh, J. P. Demuth, E. Betran, M. Tollis, J.
M. Meik. . . T. A. Castoe. 2019. The origins and evolution
of chromosomes, dosage compensation, and mechanisms
underlying venom regulation in snakes. Genome Research
29:590-601.

Schluter, D. 2009. Evidence for ecological speciation and its
alternative. Science 323:737-741.

Schmickl, R., S. Marburger, S. Bray, and L. Yant. 2017.
Hybrids and horizontal transfer: introgression allows
adaptive allele discovery. Journal of Experimental Botany
68:5453-5470.

Scott, P. A., T. C. Glenn, and L. J. Rissler. 2018. Resolving
taxonomic turbulence and uncovering cryptic diversity in
the musk turtles (Sternotherus) using robust demographic
modeling. Molecular Phylogenetics and Evolution 120:1-
15.

Scott, P. A., T. C. Glenn, and L. J. Rissler. 2019. Formation of
a recent hybrid zone offers insight into the geographic
puzzle and maintenance of species boundaries in musk
turtles. Molecular Ecology 28:761-771.

Servedio, M. R., and J. Hermisson. 2020. The evolution of
partial reproductive isolation as an adaptive optimum.
Evolution 74:4-14.

Simpson, G. G. 1951. The species concept. Evolution 5:285-
298.

Singhal, S., T. J. Colston, M. R. Grundler, S. A. Smith, G. C.
Costa, G. R. Colli, C. Moritz, R. A. Pyron, and D.
Rabosky. 2021. Congruence and conflict in the higher-
level phylogenetics of squamate reptiles: an expanded
phylogenomic perspective. Systematic Biology 70:542-
557.

Singhal, S., M. Grundler, G. Colli, and D. L. Rabosky. 2017.
Squamate conserved loci (SqCL): a unified set of conserved
loci for phylogenomics and population genetics of squa-
mate reptiles. Molecular Ecology Resources 17:e12—e24.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use

893

Singhal, S., H. Huang, M. R. Grundler, M. R. Marchan-
Rivadeneira, I. Holmes, P. O. Title, S. C. Donnellan, and
D. L. Rabosky. 2018. Does population structure predict the
rate of speciation? A comparative test across Australia’s
most diverse vertebrate radiation. The American Naturalist
192:432-447.

Slatkin, M. 1993. Isolation by distance in equilibrium and
non-equilibrium populations. Evolution 47:264-279.

Slavenko, A., K. Tamar, O. J. S. Tallowin, A. Allison, F.
Kraus, S. Carranza, and S. Meiri. 2020. Cryptic diversity
and non-adaptive radiation of montane New Guinea
skinks (Papuascincus; Scincidae). Molecular Phylogenetics
and Evolution 146:106749.

Sloan, D. B., J. C. Havird, and J. Sharbrough. 2017. The on-
again, off-again relationship between mitochondrial ge-
nomes and species boundaries. Molecular Ecology 26:
2212-2236.

Smith, C. F, G. W. Schuett, R. L. Earley, and K. Schwenk.
2009. The spatial and reproductive ecology of the copper-
head (Agkistrodon contortrix) at the northeastern extreme of
its range. Herpetological Monographs 23:45-73.

Smith, M. L., and B. C. Carstens. 2020. Process-based
species delimitation leads to identification of more biolog-
ically relevant species*. Evolution 74:216-229.

Solano-Zavaleta, 1., and A. Nieto-Montes de Oca. 2018.
Species limits in the Morelet’s Alligator lizard (Anguidae:
Gerrhonotinae). Molecular Phylogenetics and Evolution
120:16-27.

Soltis, D. E., A. B. Morris, J. S. McLachlan, P. S. Manos, and
P. S. Soltis. 2006. Comparative phylogeography of un-
glaciated eastern North America. Molecular Ecology 15:
4261-4293.

Souissi, A., F. Bonhomme, M. Manchado, L. Bahri-Sfar,
and P.-A. Gagnaire. 2018. Genomic and geographic
footprints of differential introgression between two diver-
gent fish species (Solea spp.). Heredity 121:579-593.

Spinks, P. Q., R. C. Thomson, and H. B. Shaffer. 2014. The
advantages of going large: genome-wide SNPs clarify the
complex population history and systematics of the
threatened western pond turtle. Molecular Ecology 23:
2228-2241.

Spinks, P. Q., R. C. Thomson, Y. Zhang, J. Che, Y. Wu, and
H. B. Shaffer. 2012. Species boundaries and phylogenetic
relationships in the critically endangered Asian box turtle
genus Cuora. Molecular Phylogenetics and Evolution 63:
656-667.

Srikulnath, K., W. Thapana, and N. Muangmai. 2015. Role
of chromosome changes in Crocodylus evolution and
diversity. Genomics & Informatics 13:102-111.

Stankowski, S., M. A. Chase, A. M. Fuiten, M. F. Rodrigues,
P. L. Ralph, and M. A. Streisfeld. 2019. Widespread
selection and gene flow shape the genomic landscape
during a radiation of monkeyflowers. PLoS Biology 17:
e3000391.

Stankowski, S., J. M. Sobel, and M. A. Streisfeld. 2017.
Geographic cline analysis as a tool for studying genome-
wide variation: a case study of pollinator-mediated diver-
gence in a monkeyflower. Molecular Ecology 26:107-122.

Streicher, J. W,, S. P. Loader, A. Varela-Jaramillo, P.
Montoya, and R. O. de Sa. 2020. Analysis of ultra-
conserved elements supports African origins of narrow-
mouthed frogs. Molecular Phylogenetics and Evolution
146:106771.



894

Sukumaran, J., and L. L. Knowles. 2017. Multispecies
coalescent delimits structure, not species. Proceedings of
the National Academy of Sciences of the United States of
America 114:1607-1612.

Telschow, A., J. Gadau, J. H. Werren, and Y. Kobayashi.
2019. Genetic incompatibilities between mitochondria
and nuclear genes: effect on gene flow and speciation.
Frontiers in Genetics 10:62.

Thanou, E., P. Kornilios, P. Lymberakis, and A. D. Leaché.
2020. Genomic and mitochondrial evidence of ancient
isolations and extreme introgression in the four-lined
snake. Current Zoology 66:99-111.

Toews, D. P. L., and A. Brelsford. 2012. The biogeography of
mitochondrial and nuclear discordance in animals. Molec-
ular Ecology 21:3907-3930.

Tollis, M., E. D. Hutchins, J. Stapley, S. M. Rupp, W. L.
Eckalbar, I. Maayan, E. Lasku, C. R. Infante, S. R.
Dennis, J. A. Robertson, C. M. May, M. R. Crusoe, E.
Bermingham, D. F. DeNardo . . . K. Kusumi. 2018.
Comparative genomics reveals accelerated evolution in
conserved pathways during the diversification of anole
lizards. Genome Biology and Evolution 10:489-506.

Torres-Carvajal, O., L. Y. Echevarria, P. J. Venegas, G.
Chavez, and J. D. Camper. 2015. Description and
phylogeny of three new species of Synophis (Colubridae,
Dipsadinae) from the tropical Andes in Ecuador and Peru.
ZooKeys 2015:153-179.

Torres-Sanchez, M., D. J. Gower, D. Alvarez-Ponce, C. J.
Creevey, M. Wilkinson, and D. San Mauro. 2019. What
lies beneath? Molecular evolution during the radiation of
caecilian amphibians. BMC Genomics 20:354.

Van Valen, L. 1976. Ecological species, multispecies, and
oaks. Taxon 25:233-239.

Velasco, J. D. 2008. Species concepts should not conflict
with evolutionary history, but often do. Studies in History
and Philosophy of Science Part C: Studies in History and
Philosophy of Biological and Biomedical Sciences 39:407-
414.

Vilaca, S., S. M. Vargas, P. Lara-Ruiz, M. Erica, E. C. Reis, G.
Lobo-Hajdu, L. Soares, and F. R. Santos. 2012. Nuclear
markers reveal a complex introgression pattern among
marine turtle species on the Brazilian coast. Molecular
Ecology 21:4300-4312.

Wakeley, J. 2008. Coalescent Theory: An Introduction.
Roberts & Company Publishers, Greenwood Village.

Walker, D., and J. C. Avise. 1998. Principles of phylogeog-
raphy as illustrated by freshwater and terrestrial turtles in
the southeastern United States. Annual Review of Ecology
and Systematics 29:23-58.

Wang, G.-D., B.-L. Zhang, W.-W. Zhou, Y.-X. Lj, J.-Q. Jin, Y.
Shao, H. Yang, Y.-H. Liu, F. Yan, H.-M. Chen, L. Jin, F.
Gao, Y. Zhang, H. Li . . . J. Che. 2018. Selection and
environmental adaptation along a path to speciation in the
Tibetan frog Nanorana parkeri. Proceedings of the National
Academy of Sciences of the United States of America 115:
E5056-E5065.

Ichthyology & Herpetology 109, No. 3, 2021

Wiley, E. O. 1978. The evolutionary species concept
reconsidered. Systematic Zoology 27:17-26.

Wilson, E. O.,, and W. L. Brown. 1953. The subspecies
concept and its taxonomic application. Systematic Zoology
2:97-111.

Wolf, D. E., N. Takebayashi, and L. H. Rieseberg. 2001.
Predicting the risk of extinction through hybridization.
Conservation Biology 15:1039-1053.

Wolf, J. B. W,, and H. Ellegren. 2017. Making sense of
genomic islands of differentiation in light of speciation.
Nature Reviews Genetics 18:87-100.

Wollenberg Valero, K. C., J. C. Marshall, E. Bastiaans, A.
Caccone, A. Camargo, M. Morando, M. L. Niemiller, M.
Pabijan, M. A. Russello, B. Sinervo, F. P. Werneck, J. W.
Sites, Jr., J. J. Wiens, and S. Steinfartz. 2019. Patterns,
mechanisms and genetics of speciation in reptiles and
amphibians. Genes 10:646.

Won, Y. J., and J. Hey. 2005. Divergence population genetics
of chimpanzees. Molecular Biology and Evolution 22:297-
307.

Wooten, J. A., B. K. Sullivan, M. R. Klooster, T. D.
Schwaner, K. O. Sullivan, A. D. Brown, M. Takahashi,
and P. R. Bradford. 2019. Thirty years of hybridization
between toads along the Agua Fria River in Arizona: part II:
fine-scale assessment of genetic changes over time using
microsatellites. Journal of Herpetology 53:104-114.

Wright, S. 1943. Isolation by distance. Genetics 28:114-138.

Wu, C.-I. 2001. The genic view of the process of speciation.
Journal of Evolutionary Biology 14:851-865.

Yang, B. T., Y. Zhou, M. S. Min, M. Matsui, B. J. Dong, P. P.
Li, and J. J. Fong. 2017. Diversity and phylogeography of
Northeast Asian brown frogs allied to Rana dybowskii
(Anura, Ranidae). Molecular Phylogenetics and Evolution
112:148-157.

Yang, R.-C. 2004. A likelihood-based approach to estimating
and testing for isolation by distance. Evolution 58:1839-
1845.

Yang, Z. H., and B. Rannala. 2010. Bayesian species
delimitation using multilocus sequence data. Proceedings
of the National Academy of Sciences of the United States of
America 107:9264-9269.

Zhang, W. 2010. Computational Ecology: Artificial Neural
Networks and Their Applications. World Scientific Pub-
lishing Company, Singapore.

Zinenko, O., M. Sovic, U. Joger, and H. L. Gibbs. 2016.
Hybrid origin of European Vipers (Vipera magnifica and
Vipera orlovi) from the Caucasus determined using genomic
scale DNA markers. BMC Evolutionary Biology 16:76.

Zink, R. M., and G. F. Barrowclough. 2008. Mitochondrial
DNA under siege in avian phylogeography. Molecular
Ecology 17:2107-2121.

Zozaya, S. M., M. Higgie, C. Moritz, and C. J. Hoskin. 2019.
Are pheromones key to unlocking cryptic lizard diversity?
American Naturalist 194:168-182.

Downloaded From: https://complete.bioone.org/journals/Ichthyology-&-Herpetology on 21 May 2024
Terms of Use: https://complete.bioone.org/terms-of-use



