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Abstract

The recent review by Veron et al. (2025) posits that quantitative genomic evidence used to
understand coral evolution should be secondary to species hypotheses derived from expert
opinion based on field experience. The authors argue that morphological “biological entities”
should take precedence over molecular evidence when conflicts arise. This perspective
required the rejection of extensive, independent molecular datasets that have progressively
converged on a robust evolutionary framework for reef corals. Here, we reaffirm how
prioritising subjective visual assessments over quantitative genetic and genomic data is
methodologically unsound and scientifically regressive. We reject the framing of this per-
spective as “morphology versus molecules”. Rather, it is a fundamental divergence between
two opposing philosophies: a static system anchored in non-reproducible expert judgement,
and an integrative framework where genetic data provide the necessary independent test
of morphological hypotheses. We show how a reliance on “field entities” obscures true
morphological patterns by failing to distinguish between phenotypic plasticity, conver-
gence, and evolutionary divergence. Effective taxonomy requires species hypotheses to be
testable, and to stand or fall on the strength of reproducible evidence. Such a framework
does not replace morphology; it validates it by providing an explicit, testable basis for
evaluating morphological hypotheses. The integration of testable, reproducible molecular
analysis with other lines of evidence including morphology is the benchmark of modern
taxonomy across all Kingdoms of Life. We address the logical inconsistencies in the general
arguments put forward by Veron et al. (2025) and refute their specific rejection of recent
Acropora species-level revision with reproducible data.

Keywords: integrative taxonomy; phylogenomics; Scleractinia; Acropora; reticulate
evolution; species delimitation; nomenclature; topotype; reproducibility

1. Introduction

The review by Veron et al. [1] (Veron et al. hereafter) argues that coral taxonomy
must be reframed through the lens of reticulate evolution, suggesting that coral species are
evolutionary continua with blurred genetic, morphological and geographic boundaries. We
agree with some of the points raised by Veron et al., such as the benefits to taxonomists of
spending extensive time observing corals in the field and in multiple geographic locations.
Such experience provides a more complete picture of the undoubted variation exhibited
by corals across multiple spatial scales. We acknowledge that the authors, in particular
Dr. Veron, have made substantial contributions to coral taxonomy founded in decades
of field work on reefs across the world. The contributions of the authors to the field are
exemplified by the fact that Veron and colleagues have described over 180 coral species. The
‘Scleractinia of Eastern Australia’ monographs by Veron and colleagues [2-6] provided the
first comprehensive revision of reef corals based on extensive observations and collections
using SCUBA, representing a significant methodological advance on the previous 250 years
of taxonomic research. However, this work, along with other taxonomic revisions of the
late 20th century [7,8] was conducted immediately before the broadscale application of
molecular phylogenetics to taxonomic and systematic research. More broadly, we recognise
that long-term field taxonomists have built an extraordinary body of knowledge through
decades of careful observation and documentation. Our argument is that this expertise
is most powerful when coupled to, rather than substituted for, reproducible, quantitative
methods. Molecular data are now essential and fundamental tools for resolving taxonomy
and reconstructing the systematic relationships because they provide an independent line
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of evidence to evaluate whether morphological similarity is due to close evolutionary
relationships or convergence. We acknowledge that molecular data are not without their
limitations; they face inherent biological challenges such as incomplete lineage sorting
(ILS) in rapid radiations and potential discordance between mitochondrial and nuclear
markers. These limitations, however, necessitate an integrative approach where genomic
evidence is cross-validated with morphological synapomorphies, ecological data, and
other independent lines of evidence to resolve complex evolutionary histories [9], not the
wholesale dismissal of molecular evidence where it appears to conflict with classifications
based on preferred morphological characters. Moreover, while they do present challenges
for species delimitation analyses, they also provide vital information about the evolutionary
history of the lineage to assist decisions regarding species boundaries [10].

Veron’s work commendably provided testable hypotheses for both the morphological
characters that delineate species, genera and families [11] and the processes influencing
the evolution of corals [12]. However, like other scientific hypotheses, these ideas can and
should continue to be tested as new evidence comes to light. The reality is that a huge
volume of research [13-48], primarily but not entirely based on molecular phylogenetic
data and conducted by many authors around the world, is fundamentally incongruent
with most of the taxonomy proposed by Veron [11]. Many of these studies, particularly
earlier studies, focus on higher taxonomic levels, leading to widespread changes to families
and genera. However, contrary to the assertion by Veron et al. that “there have been few
fundamental challenges to the overarching biological units designated as species”, the increasing
application of genomic-scale data are revealing that these issues are just as prevalent at
the species level. Put simply, now that suitable analytical tools for tackling species-level
relationships are available, it is clear that the species-level taxonomy presented in Veron [11]
is just as problematic as the higher-level framework.

While Veron et al. cite many of the studies referred to above, their results are either
dismissed or misinterpreted. For example, the synonymy of Symphyllia with Lobophyllia [29],
which was foreshadowed by earlier molecular work [31] and is now supported by both gene
trees [36,39] and genome-wide phylogenies [48,49], demonstrates that traditional skeletal
characters such as wall fusion are often poor predictors of evolutionary relationships. Veron
et al. dismiss this revision by claiming that Huang et al.’s [29] “assertion of unequivocal
support from their morphological data is not supported by their own tree (their Figure 2) where
Symphyllia and Lobophyllia are clearly distinct”. This statement by Veron et al. is demonstrably
false. Figure 2 in Huang et al. [29] explicitly demonstrates that Symphyllia and Lobophyllia
are not distinct in either molecular (Figure 2a; Huang et al. [29]) or morphological phy-
logenies (Figure 2b Huang et al. [29]). Furthermore, Huang et al. [29] provide diagnostic
characters that confirm this paraphyly, underscoring the unreliable nature of wall fusion
for genus-level diagnostics in this family. In addition to the specific cases of the Acropora
species, discussed in detail below (see Section 7), the Symphillia/Lobophyllia example is
one of several cases where Veron et al. selectively ignore published evidence demonstrat-
ing that the characters used to delineate genera and clades are convergent and/or not
phylogenetically informative.

Advances in molecular phylogenetic methods have enabled systematic relationships
among corals to be examined in increasing detail, both in terms of the relationships them-
selves and of the processes generating them. Those advances have revealed that the
macro-morphological characters used by Veron to delineate taxa at multiple levels are
plagued by convergence [13,50]. The incongruence between Veron’s taxonomy and the
evolutionary history of reef corals inferred from molecular phylogenetics was first illumi-
nated by Romano and Palumbi [15], which focused on the family level. By the middle
of the last decade, it was clear that this incongruence extended to the genus level, to the
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extent that only one of the 18 families and few of the 110 genera presented in Veron [11]
are currently considered monophyletic (summarised in Kitahara et al. [51]). In the last few
years, genomic-scale data are revealing the same pattern at the species level [16-18,52,53].
Moreover, studies of morphological characters ignored in traditional taxonomy has often
supported molecular results [19,21].

We emphasise that this is not a ‘morphology versus molecules” debate. We share
the goal of taxonomic utility and stability in application; our concern is the evidentiary
standard used to resolve conflict. Morphological study and extensive field observation are
essential to coral taxonomy. Our disagreement is narrower: when conflicts arise, species
hypotheses should be evaluated using explicit, reproducible tests based on multiple lines
of evidence, rather than being resolved primarily by qualitative and subjective opinion.

Below, we outline how the review by Veron et al. relies on non-reproducible expert
judgement as primary evidence over data-driven, hypothesis-testing approaches. Contrary
to their assertions, the arguments presented by Veron et al., are incongruent with the large
body of evidence produced over the last three decades on the evolution, systematics and
taxonomy of reef corals. To demonstrate this incongruence, we critically examine the
hypotheses proposed by Veron et al. to reject studies that conflict with their assertions;
specifically, (1) that coral species do not exist as bounded entities because of rampant
hybridization and (2) that morphological similarity should take precedence over all other
lines of evidence. We then show that these hypotheses are not supported by the majority
of available evidence. Instead, we argue that coral taxonomy, like any science, must
be underpinned by data-driven testing of hypotheses, and that species boundaries and
systematic relationships must be adjusted according to the weight of evidence.

2. The Species Concept: Lineages Not ‘Entities’

In response to Veron et al. we first clarify our unit of classification-species. While we
point out that many of the issues raised here also apply to other taxonomic levels, we focus
specifically on the species level because this is the level at which the claims of Veron et al.
regarding reticulate evolution are most applicable. To paraphrase the statistician George
Box, while all species concepts are essentially models (conceptual models, in any case)—and
therefore “wrong”—some are significantly more useful than others. While the boundaries
we draw to delineate species are human constructs, they are intended to represent the
fundamental units of biological organisation that underpin both theoretical and applied
research [54]. Consequently, differences in taxonomy can fundamentally alter conclusions
regarding a taxon’s conservation status, ecology, or physiological tolerance [55,56].

Despite the widely acknowledged difficulties in coral identification due to factors such
as morphological plasticity, convergent evolution and lack of reliable characters [13,57],
the apparent disagreement in coral taxonomy rarely stems from a genuine conflict over
data. Instead, it results primarily from a failure to distinguish between three fundamental
levels of taxonomic reasoning: the species concept (what a species is), the evidentiary
criteria used to infer species boundaries (e.g., morphology, monophyly, reproductive
isolation), and the formal diagnosis (the characters that distinguish one species from
others). Veron et al. imply that the conflict arises from disagreement over what constitutes
a species, yet their arguments reveal a conflation of evidentiary criteria with both a species
definition and its diagnoses. Veron et al. rely on the concept of the “Biological Entity”, a
qualitative unit defined principally by visual recognition of specimens in the field. They
critique the use of the Unified Species Concept [58] in recent coral taxonomic revision
papers [17,18], incorrectly asserting that it “permits delineation without requiring species to
be distinguishable morphologically. . . [and lacks] reliance on morphological and/or reproductive
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supporting evidence” [1]. This assertion is a fundamental misrepresentation of both the
concept itself and of the studies cited.

Under the Unified Species Concept (USC hereafter), a species is defined as an inde-
pendently evolving metapopulation lineage [58]. Importantly, this definition distinguishes
the concept of a species (the lineage) from the operational criteria used to define it. Mor-
phological characters therefore function as evidence to be tested, not as the definition of
species boundaries given that morphological similarity does not necessarily indicate a close
evolutionary relationship. In contrast, the traditional view taken by Veron et al. treats
morphological recognisability simultaneously as species evidentiary criteria and species
diagnosis. If the morphology of two ‘species’ overlaps (due to plasticity or convergence),
or if the identity of the name-bearing type specimen is ambiguous and lacking in diagnos-
tic morphological characters, then the species is rejected as a “variant” rather than being
evaluated as a potentially distinct evolutionary lineage.

In contrast, the integrated view that we define here treats morphology as one line of
evidence among several independent others. This integrated approach is implemented by
Bridge et al. [17] and Rassmussen et al. [18] as well as many other major taxonomic revisions
of reef corals over the last 20 years at all taxonomic levels that explicitly employ molecular
phylogenetic and morphological analysis (e.g., [22-26,28-33,35-39,41-47,51]). Strikingly,
every one of these studies cited is incongruent to varying extents with the taxonomic scheme
advocated by Veron et al. The USC does not “lack reliance” on morphology, rather it requires
that morphological hypotheses be tested against other independent lines of evidence
to delineate between homologous and analogous morphological characters. Contrary
to the assertions of Veron et al., most of the studies cited above explicitly incorporate
morphological evidence in their analyses and identify synapomorphies that delineate
families, genera and species morphologically where they exist.

For example, the revision of the genera Caulastraea, Oulophyllia and Astreaosmilia by
Arrigoni et al. [40], discussed by Veron et al., quantifies 44 macromorphological, micromor-
phological and microstructural elements of the coral skeleton shown to be phylogenetically
informative by Budd and Stolarski [19,20] in both type specimens and newly collected
material. These characters are used in many of the taxonomic revisions cited here and
enable the authors to highlight apomorphies that delineate genera. Critically, microstruc-
tural characters are less influenced by environmental factors than macromorphology, and
are therefore more reliable indicators of phylogeny [19]. The molecular data showing
that Caulastraea and Astreaosmilia, which were synonymized by Veron [11], are distinct is
supported by three morphological characters: Astreaosmilia has non-confluent costosepta,
partial septotheca and weak costa centre clusters, despite the two genera sharing many
other morphological characters [40]. This same approach is used to find taxonomically
informative morphological characters that are congruent with molecular evidence in many
other genera.

Importantly, the taxonomic changes made in these publications were conservative
measures enacted only if multiple lines of evidence (multiple studies, multiple genes,
and skeletal microstructure) supported a taxonomic change. Such a conservative, data-
centric approach has, contrary to the assertions of Veron et al., maintained “taxonomic and
nomenclatural stability” when “evidence for change [was)] clear and without contradictions”. In
some cases, the authors of these integrative studies highlight that additional changes are
required, but decline to make changes until further evidence is obtained. For example,
the phylogenomic-scale phylogeny of Quek et al. [48] supports previous findings that
several coral genera are not monophyletic and require additional taxonomic and systematic
study (e.g., Pavona, Goniastrea, Favites, Pectinia and Dipsastraea). However, contrary to the
assertions of Veron, these findings do not cast doubt on the molecular results; instead, they
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highlight additional problems with the taxonomy of Veron [11] that require additional
sampling and analysis to formally resolve.

Furthermore, the taxonomic changes from these studies rejected by Veron et al. (e.g.,
the synonymy of Symphyllia with Lobophyllia and the establishment of Paragoniastrea, in-
cluding the recovery of P. russelli outside of Favites) have been supported by more recent
studies using higher resolution phylogenomic methods [48,49]. Veron et al. explicitly
reject these multiple, congruent lines of evidence in favour of non-independent visual
assessments based on “field experience” that are not subjected to external or quantitative
testing. When genomic data reveals that a single “Biological Entity” comprises multiple
deeply divergent, non-reticulating lineages (e.g., Acropora tenuis vs. A. kenti), the USC
deems they be recognised as distinct species, even if morphological diagnostic characters
are subtle or overlapping. Under the USC, reticulation (i.e., gene flow) is not ignored where
it exists; however, it does require empirical data to distinguish between actual reticulation
(gene flow) and the retention of ancestral polymorphisms or convergences. Only then do
we robustly delineate the species in question. Simply relying on “field entities” fails this test
because it cannot delineate convergent look-alikes from close relatives.

Overall, the review functions as a defence of the taxonomic framework developed by
Veron and colleagues [2-6,11,59,60] in the face of overwhelming evidence demonstrating
that it is incongruent with the systematic relationships and evolutionary history of the
Scleractinia. Their taxonomy is based on the evolutionary hypothesis established in the
book Corals in Space and Time [12], which was not peer reviewed and presents no primary
data. Veron et al. reject three decades of evidence that tests this framework using multiple
lines of evidence [13-15,21,51]. While the hypothesis of pervasive reticulate evolution
served as a foundational conceptual framework thirty years ago, it has calcified into a
putative axiom used by the authors to dismiss, rather than interpret, the large volume of
genomic evidence that is incongruent with their pre-conceived ideas. Veron et al. construct
a fictitious dichotomy between the “biological entity” and the molecular lineage, treating
the former as the ground truth. When genomic data conflict with these biological entities,
the authors attribute the discordance to reticulation, ignoring the eminently plausible
alternatives of human error, plasticity, phenotypic variation, incomplete linage sorting
(recent speciation), or convergent evolution (homoplasy). Adhering to the amorphous
concept of the “biological entity” when it is contradicted by robust independent genomic
evidence is, in our view, scientifically unsound.

3. Reticulation as an Untestable Axiom

Reticulate evolution is a testable evolutionary hypothesis, not a default explanation
for phylogenetic incongruence. Demonstrating reticulation requires explicit evidence
of introgression or ongoing gene flow, such as asymmetric allele sharing or consistent
discordance patterns across independent loci (e.g., [61-63]). Veron et al. acknowledge
that there are presently too few data to define syngameons rigorously, yet the review
repeatedly invokes syngameons and reticulate evolution as an explanatory framework
when genomic results conflict with their proposed morphological “biological entities”. They
deploy “reticulate evolution” as a kind of null hypothesis, asserting that any molecular
lineage conflicting with their morphological concepts must be the result of a “syngameon”.

While hybridisation is a demonstratable biological phenomenon in corals [64], the
authors present no supporting evidence for this claim in the lineages they reject or their as-
sociated figures of supposed ‘hybrids’. Analyses that explicitly test for reticulation, such as
ABBA-BABA tests for introgression [65,66], coalescent-based networks (e.g., PhyoNet [67];
Species Network [68]) or demographic modelling (e.g., fastsimcoal2 [69]), are necessary to
evaluate whether gene flow has occurred among taxa. Instead, Veron et al. rely on visual
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anecdote (e.g., Figure 16 and Figure 17, displaying “putative hybrids”) and a selective reading
of the literature [70] while ignoring recent research [71-73] suggesting that hybridisation is
not the dominant driver of Acropora diversity. Thus, as a scientific hypothesis, reticulate
evolution should be (and can be) tested. By invoking reticulate evolution as an untestable
null hypothesis, the authors create a theoretical shield that prevents their “biological enti-
ties” from being interrogated. When such interrogation is applied via genome-wide tests,
providing sampling is adequate, the absence of gene-flow signals would provide evidence
against the existence of pervasive syngameons at the species level. A species concept that
cannot, even in principle, be tested objectively against data is not a productive basis for
scientific inquiry.

4. The Double Standard of Sampling Criteria

Veron et al. repeatedly dismiss phylogenomic lineages based on sample sizes of
N =1 or 2, arguing that such small numbers are insufficient to capture species-level varia-
tion. While larger sample sizes per lineage (e.g., 5-10 individuals) can increase confidence
in species delimitation, phylogenomic analyses that include thousands of independent loci
can reliably resolve evolutionary divergence even with only one or two individuals [74,75].
Dismissing lineages solely based on small N reflects a misunderstanding of molecular
systematics, conflating population genetics—which requires large samples to estimate
allele frequencies and recent gene-flow [76]—with phylogenomics, where thousands of
independent loci provide the statistical power to resolve deep evolutionary splits and
topology even at N = 1-2 per lineage.

More critically, this argument exposes a stark methodological double standard. While
Veron et al. demand population-level sampling to accept genomic results, they simulta-
neously propose synonymies based on visual inspection of single, often degraded type
specimens (N = 1; e.g., Acropora nana in Figure 52 [1]). In essence, the authors reject
relationships supported by thousands of independent molecular markers in favour of
expert opinions based on subjective assessments of morphological characters. By applying
rigorous statistical criteria to genomic data while exempting their own morphological
assessments from quantitative testing, Veron et al. attempt to insulate their “biological
entities” from being challenged by empirical evidence.

5. Selective Application of the ICZN

The review by Veron et al. exhibits both a misinterpretation of, and a selective ad-
herence to the International Code of Zoological Nomenclature (ICZN; here after referred
to as ‘the Code’). The Code provides the universal set of rules that govern the scientific
naming of animals, ensuring that names are unique and objectively anchored to physical
specimens through the principal of typification. The authors invoke the Code to preserve
familiar names while rejecting the fundamental tenet of typification when the type material
does not suit their “biological entities”. This creates a contradiction: they appeal to the Code
to save a familiar name but reject the Code’s fundamental axiom of typification when it
is inconsistent with their proposed classification. Their appeal for an artificially stable
taxonomy represents both a misinterpretation of the meaning of the term ‘stability” in the
Code and carries risks for applied research [54].

The term ‘stability” in the Code refers to the stability and applicability of valid names,
not of the science itself. The Preamble of the Code is explicit in this regard: while its
objects are to promote stability and universality, it clearly states that none of its provisions
“restricts the freedom of taxonomic thought or actions”. The Code is specifically intended
to accommodate changes deemed necessary to any taxonomy undergoing rigorous and
regular revision. Therefore, the Code aims to preserve stability in the face of change by
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providing clear guidelines on how to incorporate changes in a consistent manner, not
artificial ‘stability” to prevent necessary change as interpreted by Veron et al. There are
obvious practical consequences for maintaining an artificially stable taxonomy as proposed
by Veron et al.

We also recognise that “stability” has practical consequences for end-users regarding
how names are presented in widely used aggregators (e.g., WoRMS [77]), and that changes
such as treating a name as nomen dubium can affect whether a name appears as “accepted” to
non-specialist users. However, nomenclatural decisions cannot be determined by database
convenience or display status. Such resources should track and reflect the best-supported
taxonomic and nomenclatural judgement grounded in typification and evidence. Where a
name cannot be reliably linked to a type, recognising this uncertainty is not destabilising
taxonomy, but clarifying it. The following quote by Gutiérrez and Helgen [56] refers to a
parallel argument in mammalogy in the early 2000s but is equally applicable to corals, and
eloquently highlights the problems with prioritising convenience over precision and the
concomitant risk of obscuring biodiversity and accelerating extinction:

“Mammalogy is beleaguered by a dogmatic regard for mid-twentieth-century propositions,
which were seldom based on critical study and lacked phylogenetic information. Species were lumped
together and incorporated into influential classification checklists to simplify regional faunas and
make them more manageable for non-taxonomists. Modern integrative approaches have shown that
this tactic has hidden an incommensurable number of distinctive species from conservation efforts
thereby increasing the risk of extinctions. Scepticism should be accorded to any taxonomy that is not
based on comprehensive revisionary work, phylogenetic studies ot, ideally, both”

The issues highlighted by Gutiérrez and Helgen [56] regarding the potential for incor-
rect taxonomy to increase extinction risk are illustrated by the newly described Acropora
harriottae Baird & Rassmussen 2025. Previously hidden within the widespread A. hy-
acinthus complex, this independently evolving lineage is restricted to subtropical eastern
Australia [18], a region warming at three to four times the global average [78]. Under
the “stable” taxonomy advocated by Veron at al., this species would remain invisible to
management and therefore face a high risk of ‘silent extinction’ [79]. Similarly, incorrectly
lumping distinct lineages can dramatically affect conclusions regarding critical ecological
processes such as growth rates [80], thermal tolerance [81] and connectivity [82] that are
vital for conservation and management of coral populations. Technically precise taxonomy
that reflects evolutionary history as accurately as possible is a conservation necessity rather
than an academic luxury. It is foundational to the efficacy of expanding coral restoration
initiatives that depend on high-fidelity data regarding species-specific habitat preferences,
geographic ranges, and thermal tolerance [83]. Without this resolution the application
of widespread names to locally or regionally endemic species can fundamentally distort
TUCN Red List assessments and lead to maladapted restoration or conservation efforts.
Ultimately, we cannot protect what we cannot accurately define; thus, taxonomic precision
is the prerequisite for the strategic management and long-term survival of reef ecosystems.

6. The Topotype Approach vs. The Abandonment of Nomenclature

We acknowledge that historical type specimens are at times challenging to locate
and identify, an issue not unique to corals. However, the type specimen remains the
sole objective anchor of nomenclature. To discard typification because it is inconvenient—
as Veron et al. advocate here and elsewhere [59,84]—results in abandoning the rules
of the ICZN, discarding the stability in nomenclatural procedures defined by the Code;
and risks drifting toward the kinds of non-typified name usage criticised as ‘taxonomic
vandalism” (e.g., Taxonomy Australia [85]). Veron et al. argue that because the physical
type specimen is ambiguous, the evolutionary lineage it represents must be invalid. This is
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a non sequitur. The ambiguity of a skeleton is a failure of human curation, not evidence of a
biological continuum.

For many taxa, the increasing ability to sequence old, degraded and even formalin-
preserved type specimens provides a potential solution to this problem [86-88]. Unfortu-
nately, many coral types are bleached skeletons that lack tissue; nonetheless, this challenge
is specifically addressed by the topotype approach [89], which seeks to sequence fresh ma-
terial from the type locality and thereby link historical names to modern genomic lineages.
A fundamental strength of this integrative framework is the high degree of compliance typ-
ically observed between morphological and molecular datasets when both are rigorously
evaluated, particularly when using micromorphological and microstructural characters
that are more phylogenetically conserved and less prone to environmental plasticity than
macromorphology [17-19,21,33]. Rather than producing conflict, the synergy of these
independent lines of evidence often reveals stable, diagnostic morphological characters
that validate genomic lineages, providing a robust and reproducible basis for species recog-
nition. Where this linkage is possible, it anchors field identification with quantitative data;
where it is not, formal designation as nomen dubium remains a valid nomenclature solution.
To make this approach operational for future revisions, we propose a four-step taxonomic
decision tree:

1.  prioritise the collection and sequencing of topotype specimens to link legacy names
to genomic lineages;

2. where genomic data from topotype and samples from other geographic collections
are congruent with the original type description and locality, anchor the name and
update the morphological and/or geographic diagnosis;

3. where historical types are morphologically unresolvable, lost, or demonstrably in-
congruent with all extant lineages at the type locality, designate the name as nomen
dubium to clear the nomenclatural landscape; and

4.  reject the use of subjective synonymy as a ‘safe’ default for visual ambiguity, treating
synonymy instead as a testable hypothesis requiring empirical support.

In contrast to this approach, Veron et al. bypass this due diligence entirely by installing
broad, untestable synonymies based on “internal assessment” of field observations. This
effectively decouples the name of the physical specimen, allowing the “biological entity” to
drift based on the observer’s shifting opinion.

7. Case Studies in Unsubstantiated Synonymy: Specific Rebuttals of the
Acropora Revisions

In their Section 7 [1], Veron et al. discuss numerous studies at multiple taxonomic
levels where molecular data have illuminated incongruence between the taxonomic scheme
proposed by the authors and coral systematics revealed through molecular phylogenies that
have necessitated taxonomic changes. It is beyond the scope of this article to systematically
address each comment raised by Veron et al. other than noting that the authors do not
present any new data or re-analysis of published data to refute any of the taxonomic
changes discussed. However, to illustrate some of the failures of logic and fact presented
by Veron et al. in this section, we specifically comment on Section 7.3, which targets
taxonomic decisions at the species level for the genus Acropora by Bridge et al. [17] and
Rassmussen et al. [18]. The arguments presented by Veron et al. rely exclusively on
assertions of morphological overlap or geographic ubiquity that are directly contradicted
by the genomic and other evidence presented in the papers. In addition, while Veron et al.
state that their publication is a review rather than a formal taxonomic revision, their explicit
advocacy for these synonymies promotes confusion regarding valid species concepts and
requires clarification of the primary evidence.
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7.1. Acropora rongoi

Veron et al. suggest that A. rongoi Bridge and Cowman, 2023 (South Pacific) is a
synonym of A. striata (Japan) based on visual resemblance, despite acknowledging the
“molecular differences” between A. rongoi and the Japanese sequences. This assessment
relies on a superficial visual resemblance while ignoring overwhelming molecular and
biogeographic evidence that they represent distinct but convergent species; indeed, this
case highlights why it is critical to examine multiple independent lines of evidence to
delineate morphological similarity from convergence. We agree that the types of the two
species share morphological similarities, but also exhibit differences:

e Branching Complexity: Acropora rongoi exhibits three distinct cycles of branching
(images presented in Bridge et al. [17]), whereas A. striata is limited to only two (type
images shown in Supplementary Material of Bridge et al. [17]). Veron et al. assert
that the type of A. striata has three orders of branching, but the image presented
supports the description of Bridge et al. [17] that only two orders of branching are
visible, potentially with a few incipient axial corallites.

e  Branch Dimensions: The primary branches of A. rongoi are significantly more robust
(20-30 mm thick vs. 15 mm) and longer (300 mm vs. 150 mm) than those of A. striata.
Conversely, the final branchlets of A. rongoi are shorter (2-4 mm vs. 4-5 mm).

e  Corallite Dimensions: The axial corallites of A. rongoi are nearly double the size of
those in A. striata (1.8-2.2 mm wide vs. 1.0-1.2 mm).

e  Diagnostic Morphology: The dominant radial corallite shape differs fundamentally;
they are tubular with oblique openings in A. rongoi, compared to the more appressed
and cochleariform radials of A. striata.

Bridge et al. [17] note that the morphology of A. rongoi varies depending on habitat,
leading to specimens in the QMT collections being identified as three different species from
the morphological ‘species groups”: A. striata (selago group), A. florida (florida group), and
A. elseyi (echinata group). Therefore, it is not surprising that it overlaps in morphology
with other species, and molecular data provide a powerful tool to understand the extent
of morphological variability within the species. Subsequent sequencing of additional
specimens (Mera et al., in prep) provides further evidence that the species is restricted to
the South Pacific (Cook Islands and French Polynesia), almost 10,000 kilometres from the
type locality in Japan. Therefore, the synonymy proposed by Veron et al. is phylogenetically
incoherent, and the most parsimonious explanation is that A. rongoi and A. striata are
distinct, morphologically convergent lineages. By treating these as a single entity, Veron
et al. not only obscure the unique evolutionary history of the South Pacific fauna, but also
systematically underestimate true scleractinian diversity in favour of a non-reproducible
visual assessment.

7.2. Acropora tenuissima

Veron et al. assert that Acropora tenuissima Bonito, Bridge, Fenner & Baird, 2023 is
a synonym of A. nana (Studer, 1878). Veron et al.’s assessment overlooks fundamental
structural differences between the species visible in the types and in the field (Figure S1;
Supplementary Materials; and images presented in Bridge et al. [17]). A direct comparison
of the holotypes, neither of which are provided by Veron et al., demonstrates that they share
little in common beyond thin branch diameters (3-6 mm). The differences are multi-scale
and distinct:
e  Colony Growth: A. nana is digitate, whereas A. tenuissima is corymbose.
e  Branch Structure: A. tenuissima possesses significantly longer branches (up to 10 cm vs.
2 cm in the type of A. nana, although potentially longer in adult colonies) and taller
axial corallites (3 mm vs. 1 mm).
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e  Corallite Morphology: the dominant radial shape differs fundamentally (A. nana is
tubular vs. A. tenuissima is appressed tubular or cochleariform). Septal development
is distinct, with prominent septa in A. nana (2/3R) compared to the reduced septa of
A. tenuissima (1/4R).

e  Coenosteum Structure: the A. nana holotype displays a coenosteum composed of
simple spinules, whereas A. tenuissima features a costate coenosteum lacking spinules.

While the A. nana holotype likely represents a juvenile colony, diagnostic features such
as radial corallite shape are stable ontogenetic traits unlikely to change with age. Veron et al.
present a drawing of the type material of A. nana, rather than actual images of the type, and
a single image of an “A. nana” specimen (see Figure 52 [1]), both of which lack sufficient
resolution to see these features. Furthermore, the gross morphology of their “A. nana” is
also consistent with A. tenuissima, which would make the proposed comparison, and any
resulting synonymy;, to be circular. The field images in Figure S2 (Supplemental Materials)
show A. tenuissima and A. nana sensu Veron side by side, providing further evidence of their
morphological distinctiveness in the field as well as in Museum collections. Furthermore,
as outlined in Bridge et al. [17], Veron et al. [60] include an image of A. tenuissima (Figure S3;
Supplemental Materials) but identify the colony not as A. nana but a different species,
A. subulata. The identification of the same species as both A. subulata and A. nana by Veron
et al. [60] raises concerns about their consistency of identifications for this species, and
therefore any decision regarding its validity.

Our topotype-based approach supports morphological separation. The phylogenomic
analyses of Bridge et al. [17] definitively place A. tenuissima in Clade I. In contrast, phyloge-
nomic analysis of the A. nana topotype places it in Clade V (Crosbie et al. in prep). These
two clades diverged over 50 million years ago [90]. To claim these species are synonyms
requires ignoring both 50 million years of genomic divergence and distinct, measurable
morphological traits. This case study exemplifies the power of integrative taxonomy: ge-
nomic data did not obscure the morphology; it forced a re-examination that confirmed
A. tenuissima and A. nana are both genetically and morphologically distinct.

7.3. Acropora tenuis Complex

Veron et al. reject A. kenti, A. bifaria, and A. africana, as “geographic variants” of a
widespread A. tenuis. They assert that A. tenuis varies in a “gradual and predictable way”
across the Indo-Pacific and argue that “reliance on geographic distance. . .is not appropriate” for
species delimitation. This argument reveals a fundamental misunderstanding of the phy-
logenomic results presented in Bridge et al. [17]. The resurrection of A. kenti is not merely a
matter of geographic distance, it is a matter of polyphyly. The genomic data demonstrate
that the lineages described as A. tenuis (Fiji) and A. kenti (Australia) are not sister taxa. In the
evolutionary tree, A. echinata, a species with vastly different skeletal morphology, is positioned
phylogenetically between these two lineages. Therefore, Veron et al.’s proposal to synonymize
A. kenti with A. tenuis leads to a taxonomically problematic consequence: to lump them, one
would also have to subsume A. echinata into A. tenuis. By ignoring the topology of the tree,
Veron et al. advocate for the maintenance of a polyphyletic taxon.

Veron et al. assert that variation in A. tenuis is “gradual and predictable,” yet they do
not present any data to support this hypothesis. In contrast, Bridge et al. [17] provided
quantitative evidence of discrete genomic clustering with no sign of recent admixture with
A. kenti. The assertion that these distinct lineages are “geographic variants” is a hypothesis
that has been falsified by the genomic data. Maintaining A. tenuis as a catch-all for these dis-
parate lineages masks deep evolutionary divergence and requires ignoring the presence of
morphologically distinct species (A. echinata) nested within their constructed “continuum”.
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7.4. Acropora microclados

Veron et al. reject the designation of A. microclados (Ehrenberg, 1834) as a nomen dubium,
stating: “Whatever the motivation to pursue technical precision to its limits, such changes to long
held names linked unambiguously to well established field entities risk unnecessary disruption”.
The premise that this field entity is “well established” is demonstrably incorrect. Wallace [8]
explicitly noted that A. microclados “is difficult to identify in the field, often being confused with
A. cerealis or slender branching forms of A. nasuta”. If the two leading authorities of the 20th
century could not agree on the field limits of the species, the stability Veron et al. seek to
protect is an illusion.

Furthermore, this statement serves as a critical admission: the authors explicitly value
“long-held names” (tradition) over “technical precision”. They acknowledge the type specimen
is problematic but argue that the “field entity”, a subjective concept defined by their own
experience, should take precedence over the physical type. This stance is inconsistent with
the Code, where a scientific name is anchored to a type specimen not to a “field entity” or a
consensus opinion. If a type is ambiguous and cannot be distinguished from other taxa, the
name can be declared a nomen dubium.

Veron et al.’s defence of A. microclados exposes a persistent logical inconsistency: they
opportunistically call upon the Code to defend names they prefer (citing priority) yet
dismiss the Code’s fundamental requirement of typification when it threatens the status
quo. The Code exists to ensure names are unambiguous; maintaining a name that cannot be
linked to a physical reality does not create stability, it creates a “unanchored taxon concept”
that persists as an untestable entity.

7.5. Acropora hyacinthus

Veron et al. reject the restriction of A. hyacinthus to the Western Pacific, asserting that
the species is “very widespread across the central and Western Indian Ocean, as reported by
numerous authors”. They suggest that the analysis of Rassmussen et al. [18] is a “dismissal of
all prior work”.

This line of reasoning is a textbook example of Argumentum ad Populum—an appeal to
the frequency of reporting or traditional usage over quantitative and independent evidence.
Veron et al. argue that because A. hyacinthus has been historically recorded in the Indian
Ocean by many researchers (using visual identification), it must be present there. However,
this argument overlooks a critical methodological point: many of those records are explic-
itly derived from, or informed by, the taxonomic framework proposed by Veron himself. If
A. hyacinthus was stated to occur in the Indian Ocean under that framework, it is entirely
expected that subsequent authors working within said taxonomic framework would report
observing it there. Repetition of an identification based on a popular taxonomic hypoth-
esis does not constitute independent corroboration; it is just circular confirmation of the
original assumption.

Scientific nomenclature is not determined by consensus usage or citation frequency;
it is determined by the identity of the name-bearing type. The holotype of A. hyacinthus
(Dana, 1846) is from Fiji. The data and analyses presented in Rassmussen et al. [18] demon-
strate that the Fiji lineage (typical A. hyacinthus) is genetically distinct from any tabular
Acropora species from the Indian Ocean. The “Indian Ocean A. hyacinthus” mentioned in
prior reports is a case of mistaken identity, a distinct evolutionary lineage that has con-
verged on a similar tabular morphology (homoplasy) or a morphologically distinct species
that has been synonymised because observed differences were attributed to intraspecific
rather interspecific variation. Without genetic evidence linking Indian Ocean populations
to the Fiji type, these reports most likely represent historical errors, not biological real-

https://doi.org/10.3390/d18020060


https://doi.org/10.3390/d18020060

Diversity 2026, 18, 60

13 of 18

ity. To prioritise “numerous authors” over genomic data from topotypic material is not an
evaluation of evidence, but a reinforcement of tradition.

7.6. Acropora nyinggulu

Veron et al. suggest that Acropora nyinggulu Bridge & Rassmussen, 2025 is a syn-
onym of A. spicifera (Dana, 1846), arguing that despite genetic differences, the morphology
overlaps. In this section, the authors” argument collapses under its own inconsistency. In
their critique of Acropora nyinggulu, Veron et al. explicitly acknowledge the phylogenetic
reality, stating: “In their analysis, it [A. nyinggulu, N = 17] appears genetically distinct from the
four samples identified as A. spicifera” [1]. Yet, in the same paragraph, they suggest these
distinct lineages be lumped under a single name based on superficial resemblance and a
“paucity of samples” and “lack of co-occurrence”. This dismissal ignores the genomic sampling
of A. spicifera from Western Australia present in Rassmussen et al. [18], which demonstrates
robust phylogenomic separation across hundreds of kilometres of sympatry. By ignoring
the reported geographic sampling of this study, Veron et al. construct a strawman argument
to reject a species hypothesis that meets both their morphological and molecular criteria.

This statement highlights a central tension in the premises of their review. Veron et al.
concede that A. nyinggulu and A. spicifera are genetically distinct, yet they advocate for
synonymy because they look similar. This exemplifies the failure of the authors to accept
convergent evolution—that two species can overlap morphologically due to convergence
rather than recent common ancestry. By suggesting that distinct lineages be synonymized,
Veron et al. conflate morphological similarity with lineage identity. This approach does not
simplify nature; it misrepresents it. To classify two organisms as the same species while
acknowledging they belong to different evolutionary subclades is an abandonment of the
fundamental principles of systematics; indeed, it is a rejection of the scientific imperative to
follow the data where it leads.

8. Final Remarks

The arguments presented in Veron et al. regarding reticulation, type specimens, and
the primacy of field observation are substantively identical to those presented by Veron [60].
In the intervening twelve years, the field of integrated taxonomy has progressed rapidly in
resolution and rigour. That the authors’ criticisms have remained static while the science
has transformed suggests a lack of engagement with the weight of recent evidence rather
than a critique of it.

Ultimately, as emphasised by philosophers of science for decades, reproducibility
is a fundamental tenet of the scientific method [91]. Recent taxonomic revisions that
are grounded in an integrated approach combining quantitative morphology, genomics
and ecology are transparent, testable and reproducible. Strikingly, not one of the many
taxonomic revisions of reef corals cited above that combines quantitative morphological and
molecular evidence is consistent with the taxonomic hypothesis presented by Veron [12],
leading to extensive revisions at all taxonomic levels. Where Veron et al. invoke reticulation,
we agree this is a valid evolutionary possibility, but it must be evaluated with explicit,
reproducible tests of introgression and gene flow (e.g., ABBA-BABA statistics, demographic
modelling, and network-based approaches). We welcome such analyses and expect that,
where supported, evidence of gene flow should be incorporated into integrative species
hypotheses alongside morphology and field observations. Where such tests do not support
reticulation, discordance should not be resolved by defaulting to “biological entities”.

The species hypotheses advocated by Veron et al. place primary weight on the non-
reproducible foundation of “20,000 h of diving” and an idiosyncratic “internal assessment” .
This creates an exclusionary barrier to entry that undermines the training of future tax-
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onomists at a time when the field is already in crisis [92]. The reliance on a non-verifiable
“internal assessment” establishes an impasse: a new student of taxonomy cannot replicate
the internal assessment of a senior researcher; they can only accept their authority as faith.
When a method cannot be taught, tested or transferred to the next generation, it falls short
of the basic requirements of a transparent, testable scientific method. It becomes dogma.

Our disagreement is not about whether these issues matter, but about how to evaluate
competing hypotheses and when to enact taxonomic changes. While we recognise the
value of expert opinion in cases where quantitative data are unavailable, in the present
case extensive quantitative data exist to adjudicate between the views of experts. Veron
et al. instead contend that the opinions of researchers with more field experience trumps
opinions supported by multiple lines of quantitative, reproducible evidence.

To advance the field of coral reef science, we must ensure that the taxonomic and sys-
tematic research that underpins all other aspects of the field is supported by a quantitative,
data-driven framework. The future of reef conservation depends on a new generation of
taxonomists trained in the rigorous application of integrated methods, where morpho-
logical hypotheses are not treated as immutable truths but as models to be tested against
independent genomic and ecological evidence. This is not an abandonment of the value of
“field experience” highlighted in Veron et al., which is shared by the authors of this paper;
rather, it is a call to ground that experience in the reproducible rigour that modern science
demands. We must embrace a healthy scepticism toward any classification that resists
external validation. Only by following the data where it leads, even when it contradicts
stability or long-held concepts, can we build a taxonomy sufficiently robust to address the
urgent task of coral reef conservation, restoration and management in a changing climate.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/d18020060/s1, Figure S1: Differences between Acropora nana
(Studer, 1878) and A. tenuissima Bonito, Bridge, Fenner & Baird, 2024. Holotype of A. nana ZMB
Cnil941 (A,C,E) and A. tenuissima MTQ G78343 (B,D,F) showing differences in skeletal morphology;
Figure S2: Field image of A. tenuissima (left) and A. nana sensu Veron (right) co-occurring in Fiji (A);
detail of A showing the morphological differences between A. tenuissima (B) and A. nana (C).;
Figure S3: Image of A. tenuissima colony in Fiji identified as A. subulata (Dana, 1846) in Veron et al. [60].

Author Contributions: Conceptualization, PEC., T.C.L.B. and A.H.B.; methodology, PE.C., T.C.L.B.
and A.H.B; validation, PEC., T.C.L.B. and A.H.B.; formal analysis, PE.C., T.C.L.B. and A.H.B,;
investigation, PEC., T.C.L.B.,, AH.B.,, TD.A,EB., VB, AB, PC,EFC,CAC,SRC,6A]JC,]JE,
D.E,ZFE,HF,CEILH., BWH., DH, M.VK, NK, C-YK., M.-EL., ].S M., HM., K.N., N.O., AM.Q,,
KM.Q, SHR,KS.-N,, ES. and D.J.S; writing—original draft preparation, PEC., T.C.L.B. and A H.B.;
writing—review and editing, PEC., T.C.L.B.,, AH.B, TD.A,,FB.,, VB, AB., PC,EEC,CAC,SRC,
AJC,JFE,DF,ZF, HF,CEILH, BWH., D.H, M.VK, N.K, C.-Y.K, M.-FL, J.SM., HM., KN.,
N.O, AM.Q,KM.Q.,, SHR., KS-N.,, ES. and D.J.S.; supervision, PE.C., T.C.L.B. and A.H.B.; project
administration, PEC. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Data Availability Statement: No new data were created or analysed in this study. Any data pertaining
to the integrated taxonomic studies of Bridge et al., [17] and Rassmussen et al. [18] can be found
within the material associated with those studies or via direct request to the lead Authors.

Acknowledgments: The authors thank Michael Rix, Lorenzo Bertola, Ed Roberts for their discussion
and comments during the drafting of this response. We are grateful to the many museum curators
and collection managers at the various institutions visited around the world for their assistance and
access to specimens. We thank three anonymous reviewers for their constructive comments and will-
ingness to devote time to review this commentary. This work was made possible by an international
collaborative network representing the breadth of the coral taxonomic community; our author list

https://doi.org/10.3390/d18020060


https://www.mdpi.com/article/10.3390/d18020060/s1
https://www.mdpi.com/article/10.3390/d18020060/s1
https://doi.org/10.3390/d18020060

Diversity 2026, 18, 60 15 of 18

reflects a diverse global coalition of 33 researchers from 11 countries and 30 institutions, integrating
expertise across museum curation, field-based systematics, ecology, and advanced genomics. Notably,
our authorship includes a mix of PhD students, early-career, mid-career, established researchers, and
Emeritus Professors representing the multi-generational commitment to modernising scleractinian
systematics. During the preparation of this manuscript, lead author (PFC) used Gemini 2.5 Flash for
the purposes of drafting initial text blocks, condensing edited text, reformatting the manuscript to
meet journal-specific formatting. All text was significantly edited by all authors. The authors have
reviewed the final output and take full responsibility for the content of this publication.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. Veron, J.E.N; Stafford-Smith, M.G.; DeVantier, L.M.; Turak, E. Review of Coral Taxonomy, Evolution and Diversity. Diversity 2025,
17, 823. [CrossRef]

2. Veron, ].E.N,; Pichon, M. Scleractinia of Eastern Australian—Part 1. Families Thamnasteriidae, Astrocoeniidae, Pocilloporidae; Australian
Institute of Marine Science Monograph Series; Australian Government Publishing Service: Canberra, Australia, 1976; Volume 1,
ISBN 9780642023209.

3. Veron, J.E.N,; Pichon, M.; Wijsman-Best, M. Scleractinia of Eastern Australia-—Part 1. Families Faviidae, Trachyphylliidae; Australian
Institute of Marine Science Monograph Series; Australian Government Publishing Service: Canberra, Australia, 1977; Volume 3,
ISBN 9780642026347

4. Veron, J.EN.; Pichon, M. Scleractinia of Eastern Australia—Part III. Families Agariciidae, Siderastreidae, Fungiidae, Oculinidae,
Merulinidae, Mussidae, Pectiniidae, Caryophylliidae, Dendrophylliidae; Australian Institute of Marine Science Monograph Series;
Australian National University Press: Canberra, Australia, 1980; Volume 4, ISBN 9780708107683.

5. Veron, J.E.N.; Pichon, M. Scleractinia of Eastern Australi=—Part IV. Family Poritidae; Australian Institute of Marine Science
Monograph Series; Australian Government Publishing Service: Canberra, Australia, 1982; Volume 5, ISBN 9780644020589.

6.  Veron, J.E.N.; Wallace, C.C. Scleractinia of Eastern Australia=—Part V. Family Acroporidae; Australian Institute of Marine Science
Monograph Series; Australian Institute of Marine Science in Association with Australian National University Press: Canberra,
Australia, 1984; Volume 6, ISBN 9780708119235.

7.  Hoeksema, B.W. Taxonomy, Phylogeny and Biogeography of Mushroom Corals (Scleractinia: Fungiidae). Zool. Verh. 1989, 254,
1-295.

8. Wallace, C.C. Staghorn Corals of the World; CSIRO Publishing: Clayton Victoria, Australia, 1999; ISBN 9780643101388.

9.  Ramirez-Portilla, C.; Quattrini, A.M. Perspectives on the Grey Zone of Species Delimitation With Notes on Invertebrates in the
Marine Environment. Bull. Soc. Syst. Biol. 2023, 2, 1-23. [CrossRef]

10. Smith, M.L.; Carstens, B.C. Species Delimitation Using Molecular Data. In Species Problems and Beyond: Contemporary Issues in
Philosophy and Practice; CRC Press: Boca Raton, FL, USA, 2022; pp. 145-160. ISBN 9781000549799.

11.  Veron, J.E.N. Corals of the World; The Australian Institute of Marine Science: Cape Cleveland, Australia, 2000; Volumes 1-3.

12. Veron, ].E.N. Corals in Space and Time: The Biogeography and Evolution of the Scleractinia; Cornell University Press: Ithaca, NY, USA,
1995; Volume 133, ISBN 0801482631.

13. Fukami, H.; Budd, A.F; Paulay, G.; Solé-Cava, A.; Chen, C.A.; Iwao, K.; Knowlton, N. Conventional Taxonomy Obscures Deep
Divergence between Pacific and Atlantic Corals. Nature 2004, 427, 832-835. [CrossRef] [PubMed]

14. Fukami, H.; Chen, C.A.; Budd, A.F; Collins, A.; Wallace, C.; Chuang, Y.Y.; Chen, C.; Dai, C.F,; Iwao, K.; Sheppard, C.; et al.
Mitochondrial and Nuclear Genes Suggest That Stony Corals Are Monophyletic but Most Families of Stony Corals Are Not
(Order Scleractinia, Class Anthozoa, Phylum Cnidaria). PLoS ONE 2008, 3, €3222. [CrossRef]

15. Romano, S.L.; Palumbi, S.R. Evolution of Scleractinian Corals Inferred from Molecular Systematics. Science 1996, 271, 640-642.
[CrossRef]

16. Arrigoni, R.; Berumen, M.L.; Mariappan, K.G.; Beck, P.S.A.; Hulver, A.M.; Montano, S.; Pichon, M.; Strona, G.; Terraneo, T.I,;
Benzoni, F. Towards a Rigorous Species Delimitation Framework for Scleractinian Corals Based on RAD Sequencing: The Case
Study of Leptastrea from the Indo-Pacific. Coral Reefs 2020, 39, 1001-1025. [CrossRef]

17. Bridge, T.C.L.; Cowman, PE; Quattrini, A.M.; Bonito, V.E; Sinniger, F.; Harii, S.; Head, C.E.L; Hung, J.Y.; Halafihi, T.; Rongo, T.;
et al. A Tenuis Relationship: Traditional Taxonomy Obscures Systematics and Biogeography of the “Acropora tenuis’ (Scleractinia:
Acroporidae) Species Complex. Zool. J. Linn. Soc. 2024, 202, z1ad062. [CrossRef]

18. Rassmussen, S.H.; Cowman, P.F,; Baird, A.H.; Crosbie, A.]J.; Quattrini, A.M.; Bonito, V.; Sinniger, F.; Harii, S.; Cabaitan, P.C.;

Fadli, N.; et al. The Tables Have Turned: Taxonomy, Systematics and Biogeography of the Acropora hyacinthus (Scleractinia:
Acroporidae) Complex. Invertebr. Syst. 2025, 39, 1524049. [CrossRef]

https://doi.org/10.3390/d18020060


https://doi.org/10.3390/d17120823
https://doi.org/10.18061/bssb.v2i2.9255
https://doi.org/10.1038/nature02339
https://www.ncbi.nlm.nih.gov/pubmed/14985760
https://doi.org/10.1371/journal.pone.0003222
https://doi.org/10.1126/science.271.5249.640
https://doi.org/10.1007/s00338-020-01924-8
https://doi.org/10.1093/zoolinnean/zlad062
https://doi.org/10.1071/IS24049
https://doi.org/10.3390/d18020060

Diversity 2026, 18, 60 16 of 18

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Budd, A.E; Stolarski, J. Corallite Wall and Septal Microstructure in Scleractinian Reef Corals: Comparison of Molecular Clades
within the Family Faviidae. |. Morphol. 2011, 272, 66-88. [CrossRef]

Budd, A.E; Stolarski, J. Searching for New Morphological Characters in the Systematics of Scleractinian Reef Corals: Comparison
of Septal Teeth and Granules between Atlantic and Pacific Mussidae. Acta Zoologica 2009, 90, 142-165. [CrossRef]

Budd, A.F; Romano, S.L.; Smith, N.D.; Barbeitos, M.S. Rethinking the Phylogeny of Scleractinian Corals: A Review of Morpho-
logical and Molecular Data. Integr. Comp. Biol. 2010, 50, 411-427. [CrossRef] [PubMed]

Budd, A.F; Fukami, H.; Smith, N.D.; Knowlton, N. Taxonomic Classification of the Reef Coral Family Mussidae (Cnidaria:
Anthozoa: Scleractinia). Zool. J. Linn. Soc. 2012, 166, 465-529. [CrossRef]

Benzoni, F; Stefani, F.; Pichon, M.; Galli, P. The Name Game: Morpho-Molecular Species Boundaries in the Genus Psammocora
(Cnidaria, Scleractinia). Zool. J. Linn. Soc. 2010, 160, 421-456. [CrossRef]

Benzoni, F; Arrigoni, R.; Stefani, F,; Stolarski, J. Systematics of the Coral Genus Craterastrea (Cnidaria, Anthozoa, Scleractinia)
and Description of a New Family through Combined Morphological and Molecular Analyses. Syst. Biodivers. 2012, 10, 417-433.
[CrossRef]

Benzoni, F.; Arrigoni, R.; Stefani, F; Reijnen, B.T.; Montano, S.; Hoeksema, B.W. Phylogenetic Position and Taxonomy of Cycloseris
explanulata and C. wellsi (Scleractinia: Fungiidae): Lost Mushroom Corals Find Their Way Home. Contrib. Zool. 2012, 81, 125-146.
[CrossRef]

Huang, D.; Licuanan, W.Y.; Baird, A.H.; Fukami, H. Cleaning up the ‘Bigmessidae’: Molecular Phylogeny of Scleractinian Corals
from Faviidae, Merulinidae, Pectiniidae and Trachyphylliidae. BMC Evol. Biol. 2011, 11, 37. [CrossRef]

Huang, D.; Benzoni, F; Arrigoni, R.; Baird, A.H.; Berumen, M.L.; Bouwmeester, J.; Chou, L.M.; Fukami, H.; Licuanan, W.Y.; Lovell,
E.R,; et al. Towards a Phylogenetic Classification of Reef Corals: The Indo-Pacific Genera Merulina, Goniastrea and Scapophyllia
(Scleractinia, Merulinidae). Zool. Scr. 2014, 43, 531-548. [CrossRef]

Huang, D.; Benzoni, F.; Fukami, H.; Knowlton, N.; Smith, N.D.; Budd, A.F. Taxonomic Classification of the Reef Coral Families
Merulinidae, Montastraeidae, and Diploastraeidae (Cnidaria: Anthozoa: Scleractinia). Zool. J. Linn. Soc. 2014, 171, 277-355.
[CrossRef]

Huang, D.; Arrigoni, R.; Benzoni, F.; Fukami, H.; Knowlton, N.; Smith, N.D.; Stolarski, J.; Chou, L.M.; Budd, A.F. Taxonomic
Classification of the Reef Coral Family Lobophylliidae (Cnidaria: Anthozoa: Scleractinia). Zool. J. Linn. Soc. 2016, 178, 436—481.
[CrossRef]

Arrigoni, R.; Stefani, F; Pichon, M.; Galli, P; Benzoni, F. Molecular Phylogeny of the Robust Clade (Faviidae, Mussidae,
Merulinidae, and Pectiniidae): An Indian Ocean Perspective. Mol. Phylogenet. Evol. 2012, 65, 183-193. [CrossRef]

Arrigoni, R.; Terraneo, T.I.; Galli, P.; Benzoni, F. Lobophylliidae (Cnidaria, Scleractinia) Reshuffled: Pervasive Non-Monophyly at
Genus Level. Mol. Phylogenet. Evol. 2014, 73, 60—-64. [CrossRef] [PubMed]

Arrigoni, R.; Richards, Z.T.; Chen, C.A.; Baird, A.H.; Benzoni, F. Taxonomy and Phylogenetic Relationships of the Coral Genera
Australomussa and Parascolymia (Scleractinia, Lobophylliidae). Contrib. Zool. 2014, 83, 195-215. [CrossRef]

Kitano, Y.F,; Benzoni, F; Arrigoni, R.; Shirayama, Y.; Wallace, C.C.; Fukami, H. A Phylogeny of the Family Poritidae (Cnidaria,
Scleractinia) Based on Molecular and Morphological Analyses. PLoS ONE 2014, 9, €98406. [CrossRef] [PubMed]

Kishi, D.; Johnson, K.G.; Fukami, H. Unveiling the Hidden Complexity: Morphological Polymorphisms and Cryptic Diversity in
a Zooxanthellate Massive Coral Species of the Genus Favites (Scleractinia, Merulinidae). Zool. Scr. 2025, zsc.70033. [CrossRef]
Arrigoni, R.; Kitano, Y.F,; Stolarski, J.; Hoeksema, B.W.; Fukami, H.; Stefani, F; Galli, P.; Montano, S.; Castoldi, E.; Benzoni, F.
A Phylogeny Reconstruction of the Dendrophylliidae (Cnidaria, Scleractinia) Based on Molecular and Micromorphological
Criteria, and Its Ecological Implications. Zool. Scr. 2014, 43, 661-688. [CrossRef]

Arrigoni, R.; Berumen, M.L.; Terraneo, T.I.; Caragnano, A.; Bouwmeester, J.; Benzoni, F. Forgotten in the Taxonomic Literature:
Resurrection of the Scleractinian Coral Genus Sclerophyllia (Scleractinia, Lobophylliidae) from the Arabian Peninsula and Its
Phylogenetic Relationships. Syst. Biodivers. 2015, 13, 140-163. [CrossRef]

Terraneo, T.I; Benzoni, E; Arrigoni, R.; Berumen, M.L. Species Delimitation in the Coral Genus Goniopora (Scleractinia, Poritidae)
from the Saudi Arabian Red Sea. Mol. Phylogenet. Evol. 2016, 102, 278-294. [CrossRef]

Arrigoni, R.; Berumen, M.L.; Chen, C.A.; Terraneo, T.I; Baird, A.H.; Payri, C.; Benzoni, F. Species Delimitation in the Reef Coral
Genera Echinophyllia and Oxypora (Scleractinia, Lobophylliidae) with a Description of Two New Species. Mol. Phylogenet. Evol.
2016, 105, 146-159. [CrossRef]

Arrigoni, R.; Benzoni, F,; Huang, D.; Fukami, H.; Chen, C.A.; Berumen, M.L.; Hoogenboom, M.; Thomson, D.P.; Hoeksema, B.W.,;
Budd, A.F,; et al. When Forms Meet Genes: Revision of the Scleractinian Genera Micromussa and Homophyllia (Lobophylliidae)
with a Description of Two New Species and One New Genus. Contrib. Zool. 2016, 85, 387-422. [CrossRef]

Arrigoni, R.; Huang, D.; Berumen, M.L.; Budd, A.F.; Montano, S.; Richards, Z.T; Terraneo, T.I; Benzoni, F. Integrative Systematics
of the Scleractinian Coral Genera Caulastraea, Erythrastrea and Oulophyllia. Zool. Scr. 2021, 50, 509-527. [CrossRef]

Arrigoni, R.; Stolarski, J.; Terraneo, T.I.; Hoeksema, B.W.; Berumen, M.L.; Payri, C.; Montano, S.; Benzoni, F. Phylogenetics and
Taxonomy of the Scleractinian Coral Family Euphylliidae. Contrib. Zool. 2023, 92, 130-171. [CrossRef]

https://doi.org/10.3390/d18020060


https://doi.org/10.1002/jmor.10899
https://doi.org/10.1111/j.1463-6395.2008.00345.x
https://doi.org/10.1093/icb/icq062
https://www.ncbi.nlm.nih.gov/pubmed/21558212
https://doi.org/10.1111/j.1096-3642.2012.00855.x
https://doi.org/10.1111/j.1096-3642.2010.00622.x
https://doi.org/10.1080/14772000.2012.744369
https://doi.org/10.1163/18759866-08103001
https://doi.org/10.1186/1471-2148-11-37
https://doi.org/10.1111/zsc.12061
https://doi.org/10.1111/zoj.12140
https://doi.org/10.1111/zoj.12391
https://doi.org/10.1016/j.ympev.2012.06.001
https://doi.org/10.1016/j.ympev.2014.01.010
https://www.ncbi.nlm.nih.gov/pubmed/24472672
https://doi.org/10.1163/18759866-08303004
https://doi.org/10.1371/journal.pone.0098406
https://www.ncbi.nlm.nih.gov/pubmed/24871224
https://doi.org/10.1111/zsc.70033
https://doi.org/10.1111/zsc.12072
https://doi.org/10.1080/14772000.2014.978915
https://doi.org/10.1016/j.ympev.2016.06.003
https://doi.org/10.1016/j.ympev.2016.08.023
https://doi.org/10.1163/18759866-08504002
https://doi.org/10.1111/zsc.12481
https://doi.org/10.1163/18759866-bja10041
https://doi.org/10.3390/d18020060

Diversity 2026, 18, 60 17 of 18

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.
65.

66.

67.

Schmidt-Roach, S.; Miller, K.J.; Lundgren, P.; Andreakis, N. With Eyes Wide Open: A Revision of Species within and Closely
Related to the Pocillopora Damicornis Species Complex (Scleractinia; Pocilloporidae) Using Morphology and Genetics. Zool. |. Linn.
Soc. 2014, 170, 1-33. [CrossRef]

Oku, Y.; Naruse, T.; Fukami, H. Morpho-Molecular Evidence for Polymorphism in the Mushroom Coral Cycloseris hexagonalis
(Scleractinia: Fungiidae), with a New Phylogenetic Position and the Establishment of a New Genus for the Species. Zoolog. Sci.
2017, 34, 242-251. [CrossRef]

Luzon, K.S,; Lin, M.E; Lagman, M.C.A.A; Licuanan, W.R.Y.; Chen, C.A. Resurrecting a Subgenus to Genus: Molecular Phylogeny
of Euphyllia and Fimbriaphyllia (Order Scleractinia; Family Euphyllidae; Clade V). Peer] 2017, 2017, e4074. [CrossRef]
Juszkiewicz, D.J.; White, N.E.; Stolarski, ].; Benzoni, E; Arrigoni, R.; Hoeksema, B.W.; Wilson, N.G.; Bunce, M.; Richards, Z.T.
Phylogeography of Recent Plesiastrea (Scleractinia: Plesiastreidae) Based on an Integrated Taxonomic Approach. Mol. Phylogenet.
Evol. 2022, 172, 107469. [CrossRef]

Oury, N.; Berumen, M.L.; Paulay, G.; Benzoni, F. One Species to Rule Them All: Genomics Sheds Light on the Pocillopora Species
Diversity and Distinctiveness around the Arabian Peninsula. Coral Reefs 2025, 44, 983-998. [CrossRef]

Connelly, M.T,; Glynn, VM.; Cornejo, A.; Villalobos-Cubero, T; Kleypas, J.; Alvarado, ]J.; Brandt, M.; Logan, C.A.; Palacio-Castro, A.M.;
Flot, J.-E; et al. Genome Skimming Illuminates Hidden Species Diversity and Symbiodiniaceae Associations in East Pacific
Pocillopora Corals. Genome Biol. Evol. 2025, evaf235. [CrossRef]

Quek, Z.B.R;; Jain, S.S.; Richards, Z.T.; Arrigoni, R.; Benzoni, F.; Hoeksema, B.W.; Carvajal, ].I.; Wilson, N.G.; Baird, A.H.;
Kitahara, M.V,; et al. A Hybrid-Capture Approach to Reconstruct the Phylogeny of Scleractinia (Cnidaria: Hexacorallia).
Mol. Phylogenet. Evol. 2023, 186, 107867. [CrossRef]

Vaga, C.F; Quattrini, A.M.; Galvao de Lossio e Seiblitz, I.; Huang, D.; Quek, Z.B.R.; Stolarski, J.; Cairns, S.D.; Kitahara, M.V.
A Global Coral Phylogeny Reveals Resilience and Vulnerability through Deep Time. Nature 2025, 648, 377-382. [CrossRef]
Knowlton, N.; Fukami, H.; Chen, C.A.; Budd, A.F. Mitochondrial and Nuclear Genes Suggest That Stony Corals Are Monophyletic
but Most Families of Stony Corals Are Not. In Proceedings of the 11th International Coral Reef Symposium, Fort Lauderdale, FL,
USA, 7-11 July 2008; Volume 251.

Kitahara, M.V.; Fukami, H.; Benzoni, F.; Huang, D. The New Systematics of Scleractinia: Integrating Molecular and Morphological
Evidence. In The Cnidaria, Past, Present and Future; Goffredo, S., Dubinsky, Z., Eds.; Springer International Publishing: Cham,
Switzerland, 2016; pp. 41-59.

Johnston, E.C.; Forsman, Z.H.; Flot, ].F.; Schmidt-Roach, S.; Pinzén, ].H.; Knapp, 1.S.S.; Toonen, R.J. A Genomic Glance through
the Fog of Plasticity and Diversification in Pocillopora. Sci. Rep. 2017, 7, 5991. [CrossRef] [PubMed]

Forsman, Z.H.; Ritson-Williams, R.; Tisthammer, K.H.; Knapp, 1.S.S.; Toonen, R.]J. Host-Symbiont Coevolution, Cryptic Structure,
and Bleaching Susceptibility, in a Coral Species Complex (Scleractinia; Poritidae). Sci. Rep. 2020, 10, 16995. [CrossRef] [PubMed]
Thomson, S.A ; Pyle, R.L.; Ahyong, S.T.; Alonso-Zarazaga, M.; Ammirati, J.; Araya, J.E; Ascher, ].S.; Audisio, T.L.; Azevedo-Santos,
V.M,; Bailly, N.; et al. Taxonomy Based on Science Is Necessary for Global Conservation. PLoS Biol. 2018, 16, €2005075. [CrossRef]
[PubMed]

Thomson, S. Management Implications of Poor Alpha Taxonomy. Aust. Wildl. Mgmt. Soc. Newsl. 1997, 11, 14-16.

Gutiérrez, E.E.; Helgen, K.M. Outdated Taxonomy Blocks Conservation. Nature 2013, 495, 314. [CrossRef]

Todd, P.A. Morphological Plasticity in Scleractinian Corals. Biol. Rev. 2008, 83, 315-337. [CrossRef]

De Queiroz, K. Species Concepts and Species Delimitation. Syst. Biol. 2007, 56, 879-886. [CrossRef]

Veron, J.E.N. Overview of the Taxonomy of Zooxanthellate Scleractinia. Zool. J. Linn. Soc. 2013, 169, 485-508. [CrossRef]

Veron, J.E.N.; Stafford-Smith, M.G.; Turak, E.; DeVantier, L.M. Corals of the World, Version 0.01 Beta. Available online:
http:/ /www.coralsoftheworld.org (accessed on 20 December 2025).

Funk, D.J.; Omland, K.E. Species-Level Paraphyly and Polyphyly: Frequency, Causes, and Consequences, with Insights from
Animal Mitochondrial DNA. Annu. Rev. Ecol. Evol. Syst. 2003, 34, 397-423. [CrossRef]

Ottenburghs, J.; Kraus, R.H.S.; van Hooft, P.; van Wieren, S.E.; Ydenberg, R.C.; Prins, HH.T. Avian Introgression in the Genomic
Era. Avian Res. 2017, 8, 30. [CrossRef]

Hibbins, M.S.; Hahn, M.W. Phylogenomic Approaches to Detecting and Characterizing Introgression. Genetics 2022, 220, iyab173.
[CrossRef] [PubMed]

Vollmer, S.V.; Palumbi, S.R. Hybridization and the Evolution of Reef Coral Diversity. Science 2002, 296, 2023-2025. [CrossRef]
Green, R.E.; Krause, J.; Briggs, A.W.; Maricic, T.; Stenzel, U.; Kircher, M.; Patterson, N.; Li, H.; Zhai, W.; Fritz, M.H.Y,; et al.
A Draft Sequence of the Neandertal Genome. Science 2010, 328, 710-722. [CrossRef]

Durand, E.Y,; Patterson, N.; Reich, D.; Slatkin, M. Testing for Ancient Admixture between Closely Related Populations. Mol. Biol.
Evol. 2011, 28, 2239-2252. [CrossRef]

Than, C.; Ruths, D.; Nakhleh, L. PhyloNet: A Software Package for Analyzing and Reconstructing Reticulate Evolutionary
Relationships. BMC Bioinform. 2008, 9, 322. [CrossRef]

https://doi.org/10.3390/d18020060


https://doi.org/10.1111/zoj.12092
https://doi.org/10.2108/zs160065
https://doi.org/10.7717/peerj.4074
https://doi.org/10.1016/j.ympev.2022.107469
https://doi.org/10.1007/s00338-025-02659-0
https://doi.org/10.1093/gbe/evaf235
https://doi.org/10.1016/j.ympev.2023.107867
https://doi.org/10.1038/s41586-025-09615-6
https://doi.org/10.1038/s41598-017-06085-3
https://www.ncbi.nlm.nih.gov/pubmed/28729652
https://doi.org/10.1038/s41598-020-73501-6
https://www.ncbi.nlm.nih.gov/pubmed/33046719
https://doi.org/10.1371/journal.pbio.2005075
https://www.ncbi.nlm.nih.gov/pubmed/29538381
https://doi.org/10.1038/495314e
https://doi.org/10.1111/j.1469-185X.2008.00045.x
https://doi.org/10.1080/10635150701701083
https://doi.org/10.1111/zoj.12076
http://www.coralsoftheworld.org
https://doi.org/10.1146/annurev.ecolsys.34.011802.132421
https://doi.org/10.1186/s40657-017-0088-z
https://doi.org/10.1093/genetics/iyab173
https://www.ncbi.nlm.nih.gov/pubmed/34788444
https://doi.org/10.1126/science.1069524
https://doi.org/10.1126/science.1188021
https://doi.org/10.1093/molbev/msr048
https://doi.org/10.1186/1471-2105-9-322
https://doi.org/10.3390/d18020060

Diversity 2026, 18, 60 18 of 18

68.

69.

70.

71.

72.

73.

74.

75.
76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.
92.

Zhang, C.; Ogilvie, H.A.; Drummond, A.].; Stadler, T. Bayesian Inference of Species Networks from Multilocus Sequence Data.
Mol. Biol. Evol. 2018, 35, 504-517. [CrossRef]

Excoffier, L.; Marchi, N.; Marques, D.A.; Matthey-Doret, R.; Gouy, A.; Sousa, V.C. fastsimcoal2: Demographic Inference under
Complex Evolutionary Scenarios. Bioinformatics 2021, 37, 4882-4885. [CrossRef]

Isomura, N.; Iwao, K.; Fukami, H. Possible Natural Hybridization of Two Morphologically Distinct Species of Acropora (Cnidaria,
Scleractinia) in the Pacific: Fertilization and Larval Survival Rates. PLoS ONE 2013, 8, e56701. [CrossRef]

Mao, Y.; Satoh, N. A Likely Ancient Genome Duplication in the Speciose Reef-Building Coral Genus, Acropora. iScience 2019, 13,
20-32. [CrossRef] [PubMed]

Ramirez-Portilla, C.; Baird, A.H.; Cowman, P.F; Quattrini, A.M.; Harii, S.; Sinniger, F.; Flot, ].E. Solving the Coral Species
Delimitation Conundrum. Syst. Biol. 2022, 71, 461-475. [CrossRef] [PubMed]

Furukawa, M.; Kitanobo, S.; Ohki, S.; Teramoto, M.M.; Hanahara, N.; Morita, M. Integrative Taxonomic Analyses Reveal That
Rapid Genetic Divergence Drives Acropora Speciation. Mol. Phylogenet. Evol. 2024, 195, 108063. [CrossRef] [PubMed]
McCormack, J.E.; Huang, H.; Knowles, L.L. Maximum Likelihood Estimates of Species Trees: How Accuracy of Phylogenetic
Inference Depends upon the Divergence History and Sampling Design. Syst. Biol. 2009, 58, 501-508. [CrossRef]

Heled, J.; Drummond, A.J. Bayesian Inference of Species Trees from Multilocus Data. Mol. Biol. Evol. 2010, 27, 570-580. [CrossRef]
Meziere, Z.; Popovic, I.; Prata, K.; Ryan, I.; Pandolfi, ].; Riginos, C. Exploring Coral Speciation: Multiple Sympatric Stylophora
pistillata Taxa along a Divergence Continuum on the Great Barrier Reef. Evol. Appl. 2024, 17, e13644. [CrossRef]

Hoeksema, B.W.; Cairns, S.D. World List of Scleractinia. Available online: http://www.marinespecies.org/scleractinia (accessed on
20 December 2025).

Hobday, A.J.; Pecl, G.T. Identification of Global Marine Hotspots: Sentinels for Change and Vanguards for Adaptation Action.
Rev. Fish Biol. Fish 2014, 24, 415-425. [CrossRef]

Howard, S.D.; Bickford, D.P. Amphibians over the Edge: Silent Extinction Risk of Data Deficient Species. Divers. Distrib. 2014, 20,
837-846. [CrossRef]

Gold, Z.; Palumbi, S.R. Long-Term Growth Rates and Effects of Bleaching in Acropora hyacinthus. Coral Reefs 2018, 37, 267-277.
[CrossRef]

Gomez-Corrales, M.; Prada, C. Cryptic Lineages Respond Differently to Coral Bleaching. Mol. Ecol. 2020, 29, 4265-4273.
[CrossRef]

Sheets, E.A.; Warner, P.A.; Palumbi, S.R. Accurate Population Genetic Measurements Require Cryptic Species Identification in
Corals. Coral Reefs 2018, 37, 549-563. [CrossRef]

Suggett, D.J.; Van Oppen, M.J.H. Horizon Scan of Rapidly Advancing Coral Restoration Approaches for 21st Century Reef
Management. Emerg. Top. Life Sci. 2022, 6, 125-136. [CrossRef]

Veron, J.E.N. The Potential of Type Species to Destabilise the Taxonomy of Zooxanthellate Scleractinia. Zootaxa 2015, 4048, 433-435.
[CrossRef] [PubMed]

Anonymous. Common Position Statement on Taxonomic Vandalism. Available online: https://www.taxonomyaustralia.org.au/
codes-of-conduct (accessed on 18 December 2025).

Derkarabetian, S.; Benavides, L.R.; Giribet, G. Sequence Capture Phylogenomics of Historical Ethanol-Preserved Museum
Specimens: Unlocking the Rest of the Vault. Mol. Ecol. Resour. 2019, 19, 1531-1544. [CrossRef] [PubMed]

Raxworthy, C.J.; Smith, B.T. Mining Museums for Historical DNA: Advances and Challenges in Museomics. Trends Ecol. Evol.
2021, 36, 1049-1060. [CrossRef] [PubMed]

Hahn, E.E.; Alexander, M.R.; Grealy, A.; Stiller, J.; Gardiner, D.M.; Holleley, C.E. Unlocking Inaccessible Historical Genomes
Preserved in Formalin. Mol. Ecol. Resour. 2022, 22, 2130-2147. [CrossRef]

Bonito, V.E.; Baird, A.H.; Bridge, T.; Cowman, P.F,; Fenner, D. Types, Topotypes and Vouchers Are the Key to Progress in Coral
Taxonomy: Comment on Wepfer et al. (2020). Mol. Phylogenet. Evol. 2021, 159, 107104. [CrossRef]

Shinzato, C.; Khalturin, K.; Inoue, J.; Zayasu, Y.; Kanda, M.; Kawamitsu, M.; Yoshioka, Y.; Yamashita, H.; Suzuki, G.; Satoh, N.
Eighteen Coral Genomes Reveal the Evolutionary Origin of Acropora Strategies to Accommodate Environmental Changes.
Mol. Biol. Evol. 2021, 38, 16-30. [CrossRef]

Popper, K. The Logic of Scientific Discovery; Routledge: London, UK, 2005.

Hutchings, P.; Rowe, C.E.; Byrne, M.; Przeslawski, R. Taxonomy Is a Foundation of Marine Science, and It Is in Trouble.
In Advances in Marine Biology; Academic Press: Cambridge, MA, USA, 2025; Volume 101, pp. 197-212, ISBN 9780443417917.

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual

author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to

people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.3390/d18020060


https://doi.org/10.1093/molbev/msx307
https://doi.org/10.1093/bioinformatics/btab468
https://doi.org/10.1371/journal.pone.0056701
https://doi.org/10.1016/j.isci.2019.02.001
https://www.ncbi.nlm.nih.gov/pubmed/30798090
https://doi.org/10.1093/sysbio/syab077
https://www.ncbi.nlm.nih.gov/pubmed/34542634
https://doi.org/10.1016/j.ympev.2024.108063
https://www.ncbi.nlm.nih.gov/pubmed/38493988
https://doi.org/10.1093/sysbio/syp045
https://doi.org/10.1093/molbev/msp274
https://doi.org/10.1111/eva.13644
http://www.marinespecies.org/scleractinia
https://doi.org/10.1007/s11160-013-9326-6
https://doi.org/10.1111/ddi.12218
https://doi.org/10.1007/s00338-018-1656-3
https://doi.org/10.1111/mec.15631
https://doi.org/10.1007/s00338-018-1679-9
https://doi.org/10.1042/ETLS20210240
https://doi.org/10.11646/zootaxa.4048.3.7
https://www.ncbi.nlm.nih.gov/pubmed/26624758
https://www.taxonomyaustralia.org.au/codes-of-conduct
https://www.taxonomyaustralia.org.au/codes-of-conduct
https://doi.org/10.1111/1755-0998.13072
https://www.ncbi.nlm.nih.gov/pubmed/31448547
https://doi.org/10.1016/j.tree.2021.07.009
https://www.ncbi.nlm.nih.gov/pubmed/34456066
https://doi.org/10.1111/1755-0998.13505
https://doi.org/10.1016/j.ympev.2021.107104
https://doi.org/10.1093/molbev/msaa216
https://doi.org/10.3390/d18020060

	Introduction 
	The Species Concept: Lineages Not ‘Entities’ 
	Reticulation as an Untestable Axiom 
	The Double Standard of Sampling Criteria 
	Selective Application of the ICZN 
	The Topotype Approach vs. The Abandonment of Nomenclature 
	Case Studies in Unsubstantiated Synonymy: Specific Rebuttals of the Acropora Revisions 
	Acropora rongoi 
	Acropora tenuissima 
	Acropora tenuis Complex 
	Acropora microclados 
	Acropora hyacinthus 
	Acropora nyinggulu 

	Final Remarks 
	References

