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A B S T R A C T

The European Union’s Marine Strategy Framework Directive (MSFD) aims to adopt integrated ecosystem
management approaches to achieve or maintain “Good Environmental Status” for marine waters, habitats and
resources, including mitigation of the negative effects of non-indigenous species (NIS). The Directive further
seeks to promote broadly standardized monitoring efforts and assessment of temporal trends in marine eco-
system condition, incorporating metrics describing the distribution and impacts of NIS. Accomplishing these
goals will require application of advanced tools for NIS surveillance and risk assessment, particularly given
known challenges associated with surveying and monitoring with traditional methods. In the past decade, a host
of methods based on nucleic acids (DNA and RNA) analysis have been developed or advanced that promise to
dramatically enhance capacity in assessing and managing NIS. However, ensuring that these rapidly evolving
approaches remain accessible and responsive to the needs of resource managers remains a challenge. This paper
provides recommendations for future development of these genetic tools for assessment and management of NIS
in marine systems, within the context of the explicit requirements of the MSFD. Issues considered include
technological innovation, methodological standardization, data sharing and collaboration, and the critical im-
portance of shared foundational resources, particularly integrated taxonomic expertise. Though the re-
commendations offered here are not exhaustive, they provide a basis for future intentional (and international)
collaborative development of a genetic toolkit for NIS research, capable of fulfilling the immediate and long term
goals of marine ecosystem and resource conservation.

1. Introduction

The introduction of non-indigenous species (NIS) represents a major
driver of ecological and evolutionary change in the world’s oceans,
often resulting in dramatic restructuring of biotic communities [1,2]
and shifts in ecosystem function with impacts on the availability of
marine resources and ecosystem services [3,4]. Like their counterparts
in terrestrial and freshwater systems, marine biological invasions con-
tinue to be driven by pressures associated with human activity and
global trade [5], and their spread at multiple spatial scales remains tied
to the increasing activity of anthropogenic vectors of species

introductions such as vessels, aquaculture, interoceanic canals and
aquarium trade [6–10]. This ongoing shuffling of marine biodiversity
occurs in the context of multiple other anthropogenic stressors, re-
sulting in significant challenges to the sustainable management of
marine resources, particularly in coastal environments [11].

Recognition of these challenges has led to the creation of policies,
conventions, and various other legislative frameworks aimed at pre-
venting future introductions and mitigating or reversing the impacts of
existing marine invasions. One of these is the European Union Marine
Strategy Framework Directive (MSFD, Directive 2008/56/EC [12]),
which aims to adopt integrated ecosystem-based management
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approaches to achieve or maintain “Good Environmental Status” (GES)
for marine waters, habitats and associated resources, including the goal
that “non-indigenous species introduced by human activities are at le-
vels that do not adversely alter the ecosystem” (MSFD, Descriptor 2).
Among the various objectives of the MSFD is the promotion of re-
gionally standardized monitoring approaches capable of delivering
temporal datasets reflecting long-term trends in marine ecosystem
status, incorporating indicators related to the abundance, distribution,
and impacts of NIS.

NIS are often challenging to monitor using traditional field survey
and identification methods. This is especially true at early stages when
NIS are rare, hampering detections of incipient invasions. In addition,
these methods are often ineffective for identifying NIS lacking diag-
nostic features, such as larval stages—an essential contributor to pro-
pagule pressure. The same holds for complex microscopic taxa or taxa
that are not easily sampled (e.g. in circalittoral rocky substrates, in
sediments, etc.). Further, the reliable identification of NIS depends on
expert taxonomic knowledge at a global and regional level, which is
unfortunately decreasing (see Section 2.1 for further discussion). These
challenges may explain in part why progress on NIS monitoring lags
considerably behind other efforts aimed at achieving GES among MSFD
Member States [13]. They also explain recent recognition of genetic
approaches for monitoring, preventing, and managing biological inva-
sions in marine systems. For instance, in response to the stated ambi-
tions of the MSFD members of the International Convention for the
Exploration of the Sea (ICES) Working Group on Introductions and
Transfers of Marine Organisms (WGITMO) recently outlined 10 key
requirements for NIS assessment and management [14], including the
development and application of genetic tools. Technical guidance on
MSFD monitoring initiatives have similarly recommended development
of routine molecular methods [15], and advancement of molecular
tools have been recognized more broadly as general emerging priorities
for invasion science [16]. Already, molecular methods for targeted
species detection and community profiling are being broadly applied in
the context of marine biodiversity monitoring [17], and additional
approaches such as reconstruction of invasion histories and analysis of
rapid evolutionary change in the context of invasion risk assessment
present novel avenues of research with significant potential application
in decision-making contexts. Rapid technological advances, including
dramatic increases in cost-effectiveness [18–20], continue to render
such tools increasingly attractive to a wide range of potential end-users.

Nevertheless, it is clear that existing molecular genetic tools could
be made more responsive and relevant to management needs [21]. In
particular, progress must be made toward standardized approaches in
order to accomplish the harmonization of global and regional long-term
datasets. This need is made explicit in recent EU decision 2017/848
[22], which outlines the importance of “specifications and standardised
methods for monitoring and assessment,” including the definition of
threshold values. For NIS, recommended criteria and methodological
standards for GES assessment require Member States to establish a)
regional and subregional inventories of NIS, b) the number of new in-
troductions over a 6-year assessment basis, and the definition of a
threshold value; c) abundance and spatial distribution of NIS and par-
ticularly of invasive species, and their adverse effects on native species
groups and habitat types. These efforts will require not only improve-
ments in genetic surveillance methods, but also better integration of
molecular approaches with traditional methods and more effective
communication of the outcomes of molecular research and surveillance.
Such steps would ultimately contribute to more accurate, transparent,
and cost-effective assessments of the distribution and impacts of NIS in
marine systems.

2. Recommendations for developing and applying molecular tools

This article expands considerably upon previous recommendations
for developing and applying molecular tools [14], identifying specific

goals that would effectively speed the development and implementa-
tion of molecular approaches for NIS management with the aim of
achieving the stated objectives of the MSFD. It explores seven areas of
critical importance for advancing the utility of molecular tools for NIS
research and management in marine systems. These issues can be
roughly categorized on the basis of the appropriate time horizon for
action. Recommendations 2.1 through 2.3 represent research needs that
should be addressed immediately, largely in order to improve the utility
of genetic tools that are already being or soon to be adopted in mon-
itoring contexts. 2.4 and 2.5 are recommendations for shifts in research
focus that will likely require concerted action on near- to mid-term
timeframes. Items 2.6 and 2.7 are anticipatory recommendations, re-
cognizing the likelihood of future technological developments that have
not yet been realized but that could have dramatic implications for
long-term NIS management.

2.1. Investment in improved taxonomic resources and support for integrative
taxonomy

Ojaveer, et al. [14] have already highlighted the availability of
taxonomic expertise as a critical general requirement for NIS assess-
ment and management, and that argument bears repeating in the spe-
cific context of molecular tool development and implementation. The
dramatic rise of DNA barcoding (see Box 1 for definitions of bolded
terms) and related approaches to biodiversity assessment has served to
emphasize the dependence of these molecular methods on traditional
taxonomic knowledge. DNA barcoding is an easy-to use, cost-effective
and standard approach useful to validate species identification based on
morphological traits (Table 1). But to be effective and accurate, each
taxonomically accepted species has to be identified with a specific
barcode (i.e. a specific molecular reference). DNA sequence data is
therefore often only as good as the reference database used to inter-
pret it, and those databases in turn are only as good as the taxonomic
expertise behind deposited reference sequences and associated meta-
data [23,24]. Unfortunately, such expertise has been in decline for
decades [25,26]. This loss raises the specter of crippling bottlenecks to
advancement of our understanding of marine biological invasions and
marine biodiversity. Already a proliferation of molecular studies in-
dicates the likelihood of previously unrecognized cryptic diversity, re-
sulting in numerous systematic hypotheses that in many instances re-
main untested through integrated taxonomic study [20,27]. The failure
to resolve these issues can lead to confusion regarding both invasion
history and the degree to which marine biota have been shaped by
species introductions [28,29].

The emergence of high throughput sequencing (HTS) and its
application to biodiversity studies through metabarcoding [30] fur-
ther underlines the critical importance of renewed investment in tra-
ditional taxonomy. Metabarcoding introduces the possibility of non-
targeted surveillance of molecular biodiversity landscapes, in which
whole communities can be explored without prior specification of
monitoring targets (by extracting and barcoding either bulk DNA from
environmental samples or environmental DNA (eDNA; see Section 2.3
below and Table 1)), and further presents novel opportunities for in-
corporating into biodiversity monitoring certain speciose and ecologi-
cally important groups that still remain understudied by traditional
taxonomic means, such as eukaryotic meiofauna [31,32]. While meta-
barcoding efforts may begin to hint at the diversity of such organisms in
marine systems, and at the extent to which regional meiofaunal biota
have been shuffled by human activity, without dedicated taxonomic
investigation these hints will largely be missing ecological and evolu-
tionary context. Concerted investment in taxonomic resources should
aim to move beyond “classical” morphological taxonomy and toward
development of expertise in integrated taxonomic assessment (as-
similating insights from multiple disciplines, including molecular tax-
onomy), and should encourage progress toward collaborative, readily
accessible biodiversity information systems tailored to the needs of
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managers and decision-makers [33]. A handful of recent studies sug-
gests that integrated taxonomic approaches offer powerful tools for
clarifying important questions of species identity and invasion history
[34–37], with associated implications for NIS management.

Of particular relevance to the development and application of mo-
lecular tools is the curation of accurate, appropriately vouchered DNA
sequence data, along with accessible long-term depositories for asso-
ciated source specimens. In this respect, substantial resource invest-
ment in networks of marine stations (such as the European Marine
Biological Resource Centre, EMBRC) might help to build focal points of
observatory NIS networks, serving as repositories for vouchered speci-
mens, DNA/tissue samples, and taxonomic expertise, all while lever-
aging existing collections and their potential value for untangling in-
vasion histories [38]. One of the greatest challenges for metabarcoding
studies is the lack of reference sequences for determination of species
identities based on barcode data. While the growth of dedicated bar-
coding databases maintaining stringent quality control standards (e.g.
the Barcode of Life Database, http://www.boldsystems.org/) has pro-
ceeded rapidly, such repositories still barely scratch the surface of es-
timated extant eukaryotic diversity, particularly in marine systems

[39], and are heavily biased toward taxa and regions that have been
well sampled and receive generous support for molecular data collec-
tion [23,40,41]. With a few exceptions (e.g [42].), there have thus far
been a limited number of initiatives aimed directly at building up
molecular reference data dedicated to NIS. Although the usefulness of
barcoding studies to develop marine NIS inventories is already well
documented [43], building up a dedicated, regularly updated, accurate
reference database is a cornerstone to sustain efficient NIS molecular
(meta)barcoding approach, and promoting such an initiative at the
European level would clearly support MSFD objectives. Fortunately,
evidence suggests that focused dedication of human and financial re-
sources can result in rapid accumulation of expertly curated taxonomic
information relevant to broad scale metabarcoding efforts [44].

2.2. Standardization of protocols for generating molecular genetic data and
development of user-friendly data analyses workflows

To most effectively satisfy the aims of the MSFD, methods should be
broadly applicable and should generate data that are auditable, easily
communicated, and comparable across studies conducted by multiple

Box 1.
Glossary of terms. Terms are provided in alphabetical order, not in the order in which they appear in the text.

Bulk DNA: DNA obtained from community samples targeting particular organisms, such as from plankton collected with a plankton
tow or large-size organisms scraped from rocks or collected in grabs.

CRISPR/Cas9. A genome-editing tool (derived from a bacterial “immune system” designed to confer resistance to foreign genetic
elements) that allows researchers to easily modify a portion of a target organism’s genome by adding, removing, or altering DNA sequence.
This technique can be used in the development of gene drives (see below).

DNA barcoding. Certain small regions of the genome evolve in such a way that sequence variation in those regions is very low within
species but relatively high between species. This allows sequence from these regions—the “barcode loci”—to be used to determine species
identity of a specimen with some confidence, assuming the existence of suitable reference data (see definition below).

Environmental DNA (eDNA). Extra-organismal DNA molecules are ubiquitous in the environment in shed cellular and extracellular
material, released from skin, mucous, saliva, sperm, secretions, eggs, faeces, urine, blood, leaves, fruit, pollen, and rotting bodies. Such
DNA is collectively referred to as eDNA, and its persistence in aquatic systems depends on temperature, flow, pH etc. eDNA comprises all
genetic material occurring in bulk environmental samples even absent the organism and is often more easily captured than target or-
ganisms. It can be used to infer patterns of population distribution.

Gene drive. A genomic modification of a study organism that results in the inheritance of a particular genetic element at rates far
higher than those expected from Mendelian inheritance. Gene drives can cause the rapid spread of a genetic element throughout a sexually
reproducing population, even if there is a selective disadvantage of that element.

High throughput sequencing (HTS; formerly referred to as next generation sequencing, NGS). Technologies that generate large
volumes of sequence data (millions of individual sequences) rapidly and inexpensively through parallelization of large numbers of se-
quencing reactions. While initial investments in equipment can be high, subsequent cost per unit sequence is extremely low.

Integrative taxonomy. The science of characterizing, classifying, and naming taxa based on a multidisciplinary approach in-
corporating morphological, ecological, molecular genetics, and evolutionary insights. It offers a scientific approach aiming at proposing
stable and testable species hypotheses based on multiple lines of evidence.

Metabarcoding. Instead of generating barcode sequence from each individual species found in a community, a pool of barcode se-
quences can be generated by extracting bulk DNA from that community and then using “universal” primers and high throughput se-
quencing to generate barcodes from all the organisms present in the sample. Bioinformatic analysis of these sequence pools, using available
reference data, allows assignment of barcode sequences to likely species, revealing the taxonomic diversity in the sample.

Metagenomics. The generation and analysis of sequence data derived broadly from throughout the genomes of organisms (or from
whole genomes when small, e.g. bacteria) present in an environmental sample. Contrast with metabarcoding, which focuses on a single
genomic locus.

Non-target surveillance. Surveillance of biodiversity conducted without a priori identification of a surveillance target. Typically
conducted using metabarcoding approaches, often in coordination with eDNA sampling.

Operational taxonomic unit (OTU). An operational definition used to classify groups of closely related individuals based on sequence
data. Typically, OTUs are defined based on a threshold of sequence similarity (e.g. 97% similarity across a particular barcode sequence).

Reference database. To assign a species name to a specimen barcode, it is necessary to compare that barcode to an existing sequence
that has been attached to a species name by a competent expert. Reference databases provide public access to such sequences. Ideally,
sequences in reference databases have been subjected to rigorous quality control for sequence quality and taxonomic accuracy.

Site occupancy-detection modelling (SODM). Models that estimate the population distribution of a monitored species across sites
using observed patterns of detection of that species.

Targeted surveillance. Surveillance directed at detecting the presence of a specific target taxon. Typically takes advantage of species-
specific molecular genetic probes (frequently through PCR or qPCR) to recognize the presence of the target in the sample.
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research groups and management bodies in multiple regions. Molecular
data have the potential to satisfy these criteria in ways that may have
advantages over traditional morphological approaches. For instance,
molecular data allows highly objective comparison of analytical results
across studies [45], and the growing information infrastructure devoted
to molecular data provides unique opportunities to make results pub-
licly available, and to attach those results to existing biodiversity in-
formation networks. This, along with the ease with which DNA can be
archived almost indefinitely, also facilitates re-analysis and objective
comparisons of biodiversity estimates across longitudinal studies. In
addition, comparisons between traditional and metabarcoding-based
biodiversity surveys suggest that the latter is likely to be cost-effective,
requiring far less investment in human resources and expertise [46].
This cost differential is only likely to broaden as the generation of se-
quence data becomes increasingly less expensive and access to mole-
cular infrastructure and expertise becomes more common.

Realizing the full promise of molecular tools, however, will require
concerted effort to standardize methodologies and data handling across
broad networks of researchers and resource managers. For instance,
targeted surveillance of target species via application of probe-based
molecular methods (e.g. PCR, qPCR) is efficient for targeting NIS and
can enable highly sensitive delineation of population distributions in
aquatic systems [47,48] (Table 1). However, the utility of this ap-
proach, particularly if implemented at broad spatial scales, is con-
tingent on adoption of standard practices ranging from field sampling
protocols to laboratory quality assurance standards and selection of
appropriate target loci. The molecular resources required to develop
targeted detection tools are widely available, and in many cases the
investigators pursuing such development may be unfamiliar with or
unprepared for the scrutiny that accompanies application of detection
tools in decision-making contexts [49]. Formulation and dissemination
of guidance for the development of targeted molecular detection
methods would greatly facilitate the transition of new technologies
from the laboratory to field application. That guidance should include
widely accepted protocols for sampling (e.g. sample preservation,
handling, and the use of field controls) and laboratory quality assurance
as well as standards for determination of error rates associated with
molecular detections, i.e. sensitivity and specificity under known en-
vironmental parameters. It should be noted that while the focus here is
on protocols associated with molecular workflows, the issue of sam-
pling design is a critical one and likely to have just as much influence on
the value of surveillance efforts as the quality of molecular data [50].
That issue is not unique to molecular genetic surveillance, although
there may be considerations that are particularly challenging in this
context (see Section 2.3 below). Given differences across taxa in the
usefulness of potential genomic targets for probe design [51], it is un-
likely that specific recommendations for standardizing such design can
be offered a priori. However, identification of best practices for in silico
design of molecular probes and laboratory testing for sensitivity and
specificity should be achievable. Furthermore, support for data and
information sharing could dramatically speed method development,
and formal early adoption of effective tools could ensure that results of
surveillance conducted across multiple studies are directly comparable.

Similar considerations should be applied to community profiling
based on HTS data. Metabarcoding workflows are complex, with a large
number of processing steps standing between an environmental sample
and information that may be useful to decision-makers. The options
available at each processing step can result in substantial variation
between studies [52], as each tailors its workflow to the needs of a
particular application. Unfortunately, this variation can lead to analy-
tical results that are uncomparable across studies, presenting a sig-
nificant challenge for any distributed monitoring network that hopes to
rely on metabarcoding data. Recent work has demonstrated that
choices in HTS data processing can dramatically influence analytical
outcomes, and numerous studies have revealed the dependence of di-
versity assessments on the choice of barcode locus [53–56].Ta
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Standardization of early steps in metabarcoding workflows (i.e.
sample processing and DNA extraction) should ideally be harmonized
with applications that may rely on the same samples (e.g. targeted
DNA-based monitoring based on quantitative PCR or other methods).
Fortunately, a significant literature exists assessing the utility of various
protocols for sample handling appropriate for molecular tasks [57–63].
Adoption of standards for barcoding loci may present greater chal-
lenges. A number of studies have evaluated the utility of specific pri-
mers and/or loci to encompass a wide set of taxa [55,56,64–66]. As
there is no universal barcode, the development and validation of pri-
mers designed specifically for targeted taxonomic groups greatly in-
creases both detection probability and accuracy of taxonomic assign-
ment [67]; such efforts may include attempts to assess the versatility of
selected primers for describing known species assemblages acting as
“living voucher repositories,” such as at aquarium facilities [68].
However, given decreasing HTS costs and increasing throughput as well
as read length it is more and more feasible to incorporate analyses
based on multiple evolutionarily independent barcode loci into single
studies [52,55]. Ultimately, sequencing multiple and specific loci would
not only increase taxonomic breadth, but would enable novel error
identification approaches based on comparison of results across loci.

Another significant challenge will be development of standardized
analytical pipelines. Options for sequence data processing are myriad,
with dozens of algorithms available that are rapidly evolving [31,53].
Ideally, determination of the most appropriate analytical pipeline
would require experimental evaluation of the implications of pipeline
design for downstream applications [53]. Given the vast number of
potential combinations of options across multiple steps of the HTS
workflow, design of standard analytical protocols will likely fall to
expert opinion based on existing comparative studies, with an eye to
generation of information most useful to end-users. Of special im-
portance will be the question of stringency. Concern for the possibility
of sequence error has led to workflows that remove very rare sequences
(particularly singletons) from downstream analysis. Unfortunately, re-
cent work has demonstrated that the resulting estimates of biodiversity
are conservative and may fail to detect rare species that are truly pre-
sent in the sample [54,69]. Designers of bioinformatics pipelines may
be forced to decide whether the importance of detecting rare species (in
order to register, for instance, incipient invasions) may require more
liberal interpretations of the data via inclusion of rare sequences.
Generally, analytical protocols should be developed with the explicit
goal of robustness and consistency across sampling sites throughout the
monitored region and across an appropriate monitoring time frame.
The latter will entail careful consideration of recent and likely future
developments in HTS platforms, to ensure that analytical approaches
can remain relevant in the face of rapidly changing technology. The key
challenge is to provide guidance on standard protocols that will both
enable inter-site comparisons of HTS-produced data and ensure suffi-
cient confidence in analytical results to support management and policy
decisions. Development of unified guidance on such standardization
would be a significant step toward improving the transparency and
utility of data generated by molecular surveillance tools. Moreover, the
prerequisite for standardization in sample details and methodology
promotes comparability and accessibility of such data sets for ar-
chiving.

Thus far, interpretation of molecular genetic surveillance data has
generally required considerable technical expertise, particularly in
bioinformatics. Efforts to achieve standardization of protocols will in-
volve development of user-friendly pipelines accessible to the non-
specialist. This could be rapidly achieved for straightforward targeted
surveillance, such as monitoring for specific NIS for which molecular
reference is available. Bioinformatic experts could be supported to de-
velop tools that can be handled by both specialists and non-specialists,
for instance by offering options appropriate to varying levels of end-
user expertise. Such a strategy has been adopted for other statistical
molecular analyses, for example for phylogenetic studies (e.g.

Phylogeny.fr, a suite of programs with a web based interface offering
three levels, ‘one-click’, ‘advanced’ and ‘a la carte’ mode, each of them
targeting a specific public [70]). For most applications targeting com-
plex biotic communities, given the vast number of potential combina-
tions of options across multiple steps of the HTS workflow, develop-
ment of such tools remains a promising but longer-term effort.

2.3. Reduce uncertainty associated with inferences of NIS distributions
based on molecular detections

One of the most obvious applications of molecular tools for the
management of marine bioinvasions is the delineation of NIS distribu-
tions (Table 1). Understanding those distributions is critically important
not only to enable assessment of risks posed by known introduced
species (particularly new incursions of potentially invasive popula-
tions), but in many cases simply to identify which taxa have been in-
troduced and where. Recent efforts to delineate species distributions
have been dramatically altered by the possibility of coupling molecular
genetic detection methods with eDNA analysis, in which organismal
DNA is collected without any attempt to capture the target organism
itself. This approach greatly simplifies sample collection, allowing rapid
processing of very large numbers of samples and thus encompassing
many putative introduction localities, seasons and habitats. The use of
eDNA based surveys might be particularly effective in those situations
poorly suited to traditional surveillance efforts, e.g. detection of species
in remote locations, inaccessible or under-studied habitats or commu-
nities, detection of incipient invasions or moving invasion fronts, or
monitoring of presumed failed or eradicated populations. Efforts to
determine NIS distributions directly support development of indicators
associated with MSFD Descriptor 2, particularly those that rely on ac-
curate assessment of trends (2.1.1, 2.2.1). Given recognized limitations
of traditional survey approaches, DNA-based methods will likely be
critically important components of future surveillance toolkits [20].

The advent of eDNA-based surveillance has elicited not only re-
cognition of the possibility of “sight-unseen” detection of target species,
but also realization of the potential uncertainties associated with such
detections [71–73]. Most obviously: If DNA can be detected in the ab-
sence of the target organism, then how can the presence of that or-
ganism be inferred confidently from the presence of its DNA? This
question still poses clear challenges in decision-making contexts (e.g.
rapid response to novel incursions) and more generally for the inference
of biodiversity trends derived from molecular surveillance data. For-
tunately, a number of recent studies have made advances toward un-
derstanding the complex relationship between patterns in detection of
DNA and the underlying distributions of organisms associated with that
DNA. These advances suggest that future investment should bring in-
creasingly robust methods for interpreting molecular genetic surveil-
lance data, and greater utility for the assessment and management of
marine bioinvasions. Interactions between extraorganismal DNA and
the various environmental factors that determine its dispersal and
persistence in aquatic systems have been explored [74–76], as well as
the degree to which molecular data might enable inference of specific
characteristics of target populations—not only species identities, but
also estimates of organism abundance and their distribution in time and
space [77–79]. It is thus becoming increasingly clear that DNA-based
monitoring can provide ecologically relevant information with sig-
nificant potential for informing to the management of marine resources
[80].

These developments presage more sophisticated applications of
molecular genetic surveillance data. While simple maps of positive and
negative detections may be of some use to managers, in the context of
continuous monitoring of population trends they are perhaps more
appropriately thought of as un-interpreted raw data. Of considerably
greater utility would be models that estimate the likelihood of target
population distributions based on observed detection patterns and
known rates of false positive and negative errors, as well as other

J.A. Darling et al. Marine Policy 85 (2017) 54–64

58



influencing environmental factors. A growing literature attests to the
possibility of generating such models, which offer not only to interpret
raw presence/absence data for downstream users, but also to commu-
nicate associated uncertainties. Most promising is the development and
evaluation of site occupancy-detection modelling (SODM) frame-
works for translating eDNA-based detections into management-relevant
estimates of target population distribution [81–83]. A host of re-
commendations for molecular monitoring best practices have emerged
from this literature, including rigorous laboratory determination of
error rates, increases in replication, incorporation of prior information
or collection of additional non-molecular sampling data, and applica-
tion of appropriate statistical frameworks for model development. Early
indications are that adoption of such practices can dramatically reduce
the risk of false positive detections, increase the per-sample information
value of monitoring efforts, and provide more robust and reliable in-
ferences of target species abundance and distribution. The guidance
emerging from these studies should provide a foundation for im-
plementation of eDNA-based monitoring efforts in the context of MSFD
trends assessment. Future refinement of SODM approaches, along with
growing understanding of the environmental factors impacting DNA
persistence in marine systems, should enable the development of clear
recommendations for molecular monitoring practices aimed at under-
standing the distributions of NIS in European seas. More complete un-
derstanding of the uncertainties associated with these approaches
should allow more sophisticated design of overall surveillance pro-
grams that couple molecular genetic and traditional detection methods,
taking advantage of the relative strengths and weaknesses of each.

2.4. Support for coordinated species-specific research activity

Detailed molecular genetic analysis of single species can often
provide important insights into historical patterns of invasion and fu-
ture risk of population expansion or impact. Application of analytical
approaches in the fields of population genetics, evolutionary ecology,
and genomics have dramatically reshaped understanding of biological
invasions [84], and in marine systems a host of recent studies attest to
the value of these methods for unraveling issues of taxonomic identity,
invasive origins, population dynamics, and evolutionary trajectories
[19,20,27].

Development of appropriate high resolution molecular markers is a
costly prerequisite for robust reconstructions of complex invasion his-
tories [18] or understanding the putative impacts of new introductions
(e.g. hybridization with native species [85]), as are intensive sampling
efforts in both source and recipient regions [86]. Investigation of the
evolutionary consequences of invasion (e.g. adaptation of introduced
populations to novel selection pressures) similarly requires develop-
ment of molecular resources (genomes, transcriptomes, or large panels
of variable markers) that necessitate substantial investment [87]. As a
result, taxa are frequently chosen for detailed investigation based on
either prior availability of such resources or idiosyncratic interests of
independent research projects, and not necessarily on criteria directly
relevant to managers or other decision-makers.

A priori identification of promising targets for detailed molecular
analysis could result in unprecedented opportunities to leverage limited
resources efficiently. Currently effort is broadly distributed across an
extraordinary diversity of taxa, the result being that many studies are
too resource-limited to generate results robust enough to influence
management [21,88]. Greater focus on a suite of species identified by
cooperative agreement between molecular ecologists and resource
managers may address this shortcoming, and could substantially in-
crease the likelihood of generating information with direct value for
decision-makers. In addition to providing insights into population
characteristics with potential relevance to invasion risk (e.g. likely in-
vasion corridors and vectors, possibility of adaptive response to novel
stressors including climate change, population-specific niche require-
ments for assessing likelihood of further spread, etc.), coordinated

molecular investigation could also generate the knowledge required to
weigh the risks and benefits of advanced control methodologies (see
Section 2.7, below).

Identification of taxa for prioritization is neither a simple nor a
novel task. Lists of marine species targeted for prevention or other
forms of management have been developed at national and/or regional
scales [42], and can be based on a wide range of possible criteria in-
cluding invasion risk and likelihood of ecological and economic impact.
Identification of additional NIS deserving of concerted attention under
the auspices of the MSFD could be a challenging undertaking, but one
with clearly defined benefits in terms of molecular genetic analysis.
Coordinated funding could encourage sharing of molecular resources
across coalitions of researchers, establishment of banks to house prop-
erly preserved specimens and tissues collected by widespread commu-
nities of scientists and managers, and communication of expertise, in-
cluding application of state-of-science statistical analytical tools
[18,19].

This strategy brings with it myriad challenges associated with data
sharing and the conduct and publishing of research, but such challenges
are not unprecedented and have been addressed successfully in other
disciplines adopting similar coordinated approaches to large-scale data
generation, most notably in the field of genomics [89]. Identification of
appropriate taxa for targeted study requires collaboration between
molecular geneticists, managers, organismal biologists and ecologists,
and even those with appropriate expertise in assessing socio-economic
risks. These skillsets will be crucially important for effective horizon
scanning, to determine which NIS are both most likely to impose sub-
stantial costs (ecologically and economically) and also most likely to be
amenable to intensive molecular investigation. Such a strategy has the
additional benefit of supporting other coordinated actions referenced in
sections above, for instance, building up in a coordinated way accurate
and updated reference data targeting NIS, or promoting the develop-
ment of shared collections of vouchers, DNA, and environmental sam-
ples.

2.5. Emphasize broader understanding of invasion pathways through
community genetics

Invasion biology has focused largely on populations and species,
and vectors of introduction have been traditionally thought of primarily
as conveyances for those entities. In reality, introduction events typi-
cally entail the release of complex assemblages of organisms, if not
entire functionally integrated communities. Molecular tools, particu-
larly the rapidly advancing field of community metabarcoding, should
enable the next generation of invasion biologists to seek a more holistic
understanding of the ecology of invasion events and the role of parti-
cular pathways not simply as narrow conduits for NIS, but as broad
corridors connecting continuously changing ecological systems. This
perspective may alter not only ways of thinking about the risks and
impacts of marine bioinvasions, but also ways of thinking about how
they are managed.

The insight that vectors can transport species assemblages is not
new. For instance, hull fouling has long been recognized as a vector
capable of translocating complex biotic communities intact even over
lengthy voyages [90], and the role of “colonization pressure” (the
number of species transported) in determining invasion risk has been
generally acknowledged [91]. However, molecular tools have the po-
tential to expand these insights dramatically by enabling characteriza-
tion of taxa not readily amenable to traditional morphological assess-
ments. While previous studies have focused, necessarily, on the
macrobiotic component of vectored species assemblages, emerging
molecular tools allow investigation of a wide variety of meio- and mi-
crofaunal constituents, including biofilms, bacterial communities,
viruses, protozoans and larvae [92–96]. Recent applications of meta-
genomics, for instance, have demonstrated the utility of these ap-
proaches for providing more comprehensive appraisals of meiofaunal
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bioinvasions in terrestrial systems [97]. Assessment of these community
components could be critically important to understanding the full risks
posed by introduction events. Some studies suggest that introducing co-
evolved species complexes may have significant influence on the impact
of invasions in marine systems [98]. This is particularly evident in cases
of NIS and their associated parasites and other symbionts [99,100].
More comprehensive characterization of introduced biotic commu-
nities, facilitated by broader application of metabarcoding methods,
may reveal how widespread such co-introductions are in marine en-
vironments and provide a stronger scientific basis for assessing poten-
tial impacts or tracing invasion histories. Perhaps more importantly, the
ability to describe microbiota could herald a new paradigm in under-
standing the role of introduction vectors in changing ecological re-
lationships in our seas, with associated implications for understanding
trends in environmental status of marine resources. The critical im-
portance of microbial ecology for both organismal health and eco-
system function, and the growing appreciation for the role of marine
microbial networks in driving overall ecosystem dynamics [101,102]
suggest that shifts in microbial community structure associated with
biological invasions could have dramatic unseen consequences [103].
Metagenomic analyses of introduced holobionts (host organisms plus
their associated microbiomes) could provide novel insights not only
into invasion history, but also into the post-introduction fates of in-
vaders and thus their potential for ecological impact [104].

Support for future research should cultivate this new perspective by
encouraging the application of molecular tools to characterization of
non-traditional communities associated with well-known vectors of
introduction, particularly vectors such as ballast water, hull fouling,
and shellfish culture known to deliver complex biotic assemblages. The
assumption is that researchers and managers have been considering
only a small part of a complex phenomenon in terms of the role that
these vectors play in connecting regional biota. Many of the afore-
mentioned recommendations apply similarly here—investment in
foundational intellectual resources and development of standardized
protocols for community assessments will be critically important to the
success of this research program.

Also of potential interest may be the advancement of “taxonomy-
free” approaches for interpreting metabarcoding data [30]. These
methods, in which operational taxonomic units are adopted as the
fundamental data of biodiversity assessment without attempt to attach
known species identifications, have been employed for decades by
microbial ecologists. It is possible that such taxonomy-free HTS-data
analyses could serve as fingerprints of community diversity located in
time and space, and that comparing fingerprints could provide novel
insights into trends in ecological status and assessment of impacts of
human activities [105], or even serve as indicators of biotic con-
nectivity driven by anthropogenic vectors (Table 1). Such methods may
become more accessible—and possibly more necessary—with in-
creasing ability to rapidly and inexpensively generate sequence data.

2.6. Encourage development of novel in situ and field-deployable detection
platforms

Technological advances in nucleic acids analysis have entailed not
only increased throughput and decreasing costs, but also considerable
reductions in the physical footprint of analytical apparatus. The
movement in medicine and public health to leverage these advances for
point-of-care diagnostics [106] has been paralleled by a similar move-
ment to design in situ or field-deployable detection platforms for en-
vironmental monitoring. Innovations in microfluidics, combined with
development of methods for highly sensitive detection of target nucleic
acids that obviate lengthy PCR cycles, promise to yield continued
progress toward these goals [107]. Growing automation and minia-
turization of molecular workflows has also allowed development of
robotic monitoring platforms capable of collecting real time in situ data
on the distribution of marine organisms, including bacteria,

phytoplankton, and zooplankton [108,109]. The “ecogenomic” data
collected by these tools can be obtained at extremely high resolution,
can link molecular detections with associated information on environ-
mental condition and water quality, and can be controlled remotely by
adaptive algorithms that allow observations targeted in both time and
space [110].

The potential benefits of such tools for marine environmental
monitoring are vast [111] and applications for detection of NIS are
being actively explored, with some platforms exhibiting promise for
challenging tasks such as real-time monitoring of ballast water samples
[112]. These tools thus have potential not only to improve assessments
of NIS distributions and trends in diversity (native and non-native)
critical to appraisal of environmental condition, but also to enable
management-relevant early detections of high profile marine invaders.
The latter possibility suggests not only that future tools might allow
rapid responses to incipient invasions or even preventative interdictions
of contaminated vectors, but also raises the important issue of rigorous
validation required to ensure reliability of detections in those contexts.
Encouragement of further innovations in this field should thus be
coupled with guidance to researchers on best practices for achieving
standards of reliability appropriate to the expected end use of the
technology. Such standards will be particularly important to ensure
consistent application of tools and interpretation of data across dif-
ferent platforms deployed in different systems. One possible mechanism
to address this issue would be development of technology verification
programs capable of issuing type approvals for in situ tools that are fit
for purpose. Such programs not only provide a means to ensure relia-
bility of novel technologies, but also can help insulate investors in re-
search and development from uncertainty.

2.7. Provide guidance on the development and application of advanced
biotechnologies for NIS control

When prevention fails, control and/or eradication may be the re-
maining options for mitigating the impacts of invasive marine popula-
tions, when protection of native biodiversity and environmental con-
dition is the objective. Besides ecological, social and ethical issues
regarding eradication strategies [113], these approaches have always
presented scientific challenges, and successful eradications have gen-
erally been highly localized and assisted by naturally limited con-
nectivity between highly urbanized environments and surrounding
systems; even so, they are undertaken only at considerable expense
[114,115]. Control and eradication of marine NIS established in more
open natural environments may be impossible with existing technolo-
gies, particularly given typical delays between establishment and dis-
covery [116]. Efforts to control marine NIS are hampered not only by
restricted accessibility, difficulties associated with targeted applica-
tions, and dispersal mechanisms peculiar to marine systems [113], but
also by high risks associated with the kinds of classical biological
control methods that have exhibited effectiveness in terrestrial systems
[117]. These considerations have encouraged exploration of genetic
control options for marine and other aquatic invaders. Methods such as
release of sterile triploids, gender distortion, and Trojan genes, for ex-
ample, have been investigated extensively for potential control of fish
populations [118].

Novel developments in genomic modification have ushered in a
paradigm shift in such genetic biocontrol technologies. The discovery
and development of easily manipulable and evolutionarily stable selfish
genetic elements, most notably those based on the CRISPR-Cas9
system, now present radically new possibilities for genetic alteration of
wild populations, including potential solutions to the problems of
control and eradication [119,120]. These elements bias inheritance by
inducing cells to copy them into homologous chromosomes, thus in-
suring that they are passed to all offspring of sexual reproduction. In so
doing, they provide the basis for gene drives that enable the rapid
spread of traits through wild populations with short generation
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times—even if those traits have been engineered and would under
normal circumstances be eliminated by natural selection [119]. Al-
though most attention has been paid to the use of these technologies in
mitigating public health risks through disease vector modification or
control, the applications to management of invasive species has not
been overlooked [120].

In marine systems, a number of model and non-model organisms
have already been explored as possible targets for CRISPR-based
genomic modification, including such diverse taxa as diatoms, cnidar-
ians, annelids, echinoderms, ascidians, and vertebrates [121]. These
advances in marine species have generally lagged behind their terres-
trial counterparts and have been directed primarily at development of
tools for basic research. Nevertheless, early successes offer proofs of
concept and suggest that genetic manipulation of wild marine popula-
tions may soon be an achievable goal. The potential promise of these
tools for controlling highly damaging marine invasions is too great to
ignore; however, the uncertainties associated with release of gene drive
organisms in the wild demands that these technologies be explored with
precaution and transparency [16,120,122]. This precaution was re-
flected in discussions at the meeting of the United Nations Convention
on Biodiversity in December 2016, in which the proposal of a global
moratorium on development of gene drives was ultimately rejected. It is
further evidenced by the urgency of discussions aimed at erecting
regulatory frameworks to guide research on gene drives and govern
their application [123].

It is impossible to consider future development of genetic tools for
managing marine invasions without addressing both the opportunities
and the challenges presented by advanced biotechnologies. Besides
general concerns associated with the effectiveness of gene drives for
their intended application (e.g. evolutionary stability of transgenic
elements and transmission efficiency), the management community
needs to anticipate the risks of unintended consequences (e.g. un-
controlled spread of transgenes to non-target populations). As with
traditional genetically-modified organisms, these risks may be further
complicated by the broad connectivity of many marine systems and the
unusual reproductive dynamics of many marine species. How effective
would engineered limits on the transmission of gene drives be in the
face of long-distance dispersal, either passive or active? How might
sweepstakes recruitment and highly biased reproductive success shape
the likelihood of successful population modification? Some of these
concerns might be heightened in the case of widespread marine NIS.
For instance, ongoing vector activity along well-established pathways
of marine introduction almost certainly open routes of bi-directional
population connectivity; to date no one has been concerned with the
spread of invasive species back to their native ranges, but gene drives
will certainly change that. Identification of appropriate targets for
possible genetic biocontrol, institution of guidelines for secure devel-
opment and laboratory testing of technologies, formal protocols for
assessing risks of release into marine systems, establishment of stan-
dards for transparency and exchange of information between scientists
and various stakeholders—these are all critical elements in the re-
sponsible assessment of these new tools, and should be approached
intentionally and collaboratively within the context of the MSFD.

3. Conclusions

Following a century and a half of scientific documentation of marine
bioinvasions in European seas, the development and implementation of
management policies has been a slowly evolving and reactive process.
The late realization that European seas are facing unprecedented rates
of NIS introductions is reflected in the MSFD and in EU Regulation
1143/2014 [124], setting rules to prevent and manage the introduction
and spread of invasive NIS in the EU—arguably the most important
policy measures taken by the EU concerning marine bioinvasions. Yet,
examination of the latest assessment of the Member States’ monitoring
programs under the MSFD reveals that only 5% are related to NIS, and

these “will require a clear acceleration to ensure proper coverage given
the MSFD Deadlines for the update of marine strategies by 2018, and
achieving Good Environmental Status by 2020” [13]. Improvements
will be particularly important to achieve the specific goals for metho-
dological standardization identified in the most recent decision of the
European Commission [22]. A document prepared by the Joint Re-
search Centre of the European Commission, providing technical gui-
dance on monitoring for the MSFD, suggests “development for routine
implementation of molecular-based methods” for NIS as the very last
item under “possible research to implement at medium term or re-
quiring modest investments” [15]. It is argued here instead that already
available technologies offer critical assistance for obtaining needed
monitoring data, and that significant investments of effort and funding
may dramatically enhance future science-based solutions for manage-
ment of marine bioinvasions, even in the near term. These technologies
have the potential to considerably augment the existing monitoring
toolkit, not only improving approaches for standard biodiversity as-
sessments but also, in the case of metabarcoding and eDNA analysis,
enabling more comprehensive analysis of ecosystem-wide impacts of
marine invasions.

Molecular technologies advance rapidly. There is some danger that
this observation might encourage complacency; the temptation is to
assume that managers need only wait, and a molecular tool appropriate
for their needs will be forthcoming. Though there may be some truth in
the capacity of the research community to develop useful tools in the
absence of external guidance, there is also no doubt that the deliberate,
collaborative exploration of molecular technologies is likely to generate
many more such tools, and more rapidly, than would otherwise be
possible. Early engagement of stakeholders can be critically important
not only for the development of novel molecular tools, but to their
ultimate acceptance among end-users [21,49]. Transparency and col-
laboration are powerful antidotes to skepticism, and we strongly en-
courage rapid adoption of proactive, cooperative approaches to mole-
cular tool development with the explicit aim of improving the
monitoring capacities of MSFD Member States.

Acknowledgements

The publication of this paper is supported by CONISMA, the Italian
National Interuniversity Consortium for Marine Sciences, which re-
ceived funding from the European Community’s Seventh Framework
Programme (FP7/2007-2013) for the project VECTORS (http://www.
marine-vectors.eu). This paper stems from the International workshop
MOLTOOLS (Molecular Tools for Monitoring Marine Invasive Species),
held in Lecce, Italy, in September 2012. The ideas presented here have
also benefited from discussions at meetings of the International Council
for the Exploration of the Seas Working Group on Introductions and
Transfers of Marine Organisms (ICES-WGITMO). The United States
Environmental Protection Agency, through its Office of Research and
Development, supported the work described here. Though it has been
subjected to Agency administrative review and approved for publica-
tion, its content does not necessarily reflect official Agency policy.

References

[1] J.C. Briggs, Marine biogeography and ecology: invasions and introductions, J.
Biogeogr. 34 (2) (2007) 193–198.

[2] J. Carlton, J. Geller, Ecological roulette: the global transport of nonindigenous
marine organisms, Science 261 (1993) 78–82.

[3] G. Ruiz, J.T. Carlton, E.D. Grosholz, A.H. Hines, Global invasions of marine and
estuarine habitats by non-indigenous species: mechanisms, extent, and con-
sequences, Am. Zool. 37 (1997) 621–632.

[4] S. Katsanevakis, I. Wallentinus, A. Zenetos, E. Leppäkoski, M.E. Çinar, B. Oztürk,
M. Grabowski, D. Golani, A.C. Cardoso, Impacts of invasive alien marine species
on ecosystem services and biodiversity: a pan-European review, Aquat. Invasions 9
(4) (2014) 391–423.

[5] B. Gallardo, A. Zieritz, D.C. Aldridge, The importance of the human footprint in
shaping the global distribution of terrestrial, freshwater and marine invaders, PLoS
One 10 (5) (2015) e0125801.

J.A. Darling et al. Marine Policy 85 (2017) 54–64

61

http://www.marine-vectors.eu
http://www.marine-vectors.eu
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref1
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref1
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref2
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref2
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref3
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref3
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref3
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref4
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref4
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref4
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref4
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref5
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref5
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref5


[6] R.C. Cope, T.A. Prowse, J.V. Ross, T.A. Wittmann, P. Cassey, Temporal modelling
of ballast water discharge and ship-mediated invasion risk to Australia, R. Soc.
Open Sci. 2 (4) (2015) 150039.

[7] D.K. Padilla, S.L. Williams, Beyond ballast water: aquarium and ornamental trades
as sources of invasive species in aquatic systems, Front. Ecol. Environ. 2 (3) (2004)
131–138.

[8] H. Seebens, N. Schwartz, P.J. Schupp, B. Blasius, Predicting the spread of marine
species introduced by global shipping, Proc. Natl. Acad. Sci. 113 (20) (2016)
5646–5651.

[9] S. Gollasch, B. Galil, A.N. Cohen, Bridging divides: maritime canals as invasion
corridors, in: H.J. Dumont (Ed.), Monographiae Biologicae, Springer, Dordrecht,
The Netherlands, 2006, p. 329.

[10] A.L. Nunes, S. Katsanevakis, A. Zenetos, A.C. Cardoso, Gateways to alien invasions
in the European seas, Aquat. Invasions 9 (2) (2014) 133–144.

[11] B.S. Halpern, W. Walbridge, K.A. Selkoe, C.V. Kappel, F. Micheli, C. D'Agrosa,
J.F. Bruno, K.S. Casey, C. Ebert, H.E. Fox, R. Fujita, D. Heinemann, H.S. Lenihan,
E.M.P. Madin, M.T. Perry, E.R. Selig, M. Spalding, R.S. Steneck, R. Watson, A
global map of human impact on marine ecosystems, Science 319–952 (2008)
948–952.

[12] European Commission, Directive 2008/56/EC of the European Parliament and of
the council establishing a framework for community action in the field of marine
environmental policy (Marine Strategy Framework Directive), Off. J. Eur. Union
L164 (2008) 19–40.

[13] Commission to the European Parliament, Report from the Commission to the
European Parliament and the Council Assessing Member States' Monitoring
Programmes under the Marine Strategy Framework Directive, European
Commission, Brussels, 2017.

[14] H. Ojaveer, B.S. Galil, D. Minchin, S. Olenin, A. Amorim, J. Canning-Clode,
P. Chainho, G.H. Copp, S. Gollasch, A. Jelmert, M. Lehtiniemi, C. McKenzie,
J. Mikuš, L. Miossec, A. Occhipinti-Ambrogi, M. Pećarević, J. Pederson, G. Quilez-
Badia, J.W.M. Wijsman, A. Zenetos, Ten recommendations for advancing the as-
sessment and management of non-indigenous species in marine ecosystems, Mar.
Policy 44 (2013) 1–6.

[15] N. Zampoukas, A. Palialexis, A. Duffek, J. Graveland, G. Giorgi, C. Hagebro,
G. Hanke, S. Korpinen, M. Tasker, V. Tornero, V. Abaza, P. Battaglia, M. Caparis,
R. Dekeling, M. Frias Vega, M. Haarich, S. Katsanevakis, H. Klein, W. Krzyminski,
M. Laamanen, J.C. Le Gac, J.M. Leppanen, U. Lips, T. Maes, E. Magaletti,
S. Malcolm, J.M. Marques, O. Mihail, R. Moxon, C. O'Brien, P. Panagiotidis,
M. Penna, C. Piroddi, W.N. Probst, S. Raicevich, B. Trabucco, L. Tunesi, S. van der
Graaf, A. Weiss, A.S. Wernersson, W. Zevenboom, Technical Guidance on
Monitoring for the Marine Strategy Framework Directive, Joint Research Center
Scientific and Policy Reports, EUR 26499 EN (2014), (2014).

[16] A. Ricciardi, T.M. Blackburn, J.T. Carlton, J.T. Dick, P.E. Hulme, J.C. Iacarella,
J.M. Jeschke, A.M. Liebhold, J.L. Lockwood, H.J. MacIsaac, P. Pysek,
D.M. Richardson, G.M. Ruiz, D. Simberloff, W.J. Sutherland, D.A. Wardle,
D.C. Aldridge, Invasion science: a horizon scan of emerging challenges and op-
portunities, Trends Ecol. Evol. 32 (6) (2017) 464–474.

[17] R. Danovaro, L. Carugati, M. Berzano, A.E. Cahill, S. Carvalho, A. Chenuil,
C. Corinaldesi, S. Cristina, R. David, A. Dell’Anno, N. Dzhembekova, E. Garcés,
J.M. Gasol, P. Goela, J.-P. Féral, I. Ferrera, R.M. Forster, A.A. Kurekin, E. Rastelli,
V. Marinova, P.I. Miller, S. Moncheva, A. Newton, J.K. Pearman, S.G. Pitois,
A. Reñé, N. Rodríguez-Ezpeleta, V. Saggiomo, S.G.H. Simis, K. Stefanova,
C. Wilson, M.L. Martire, S. Greco, S.K.J. Cochrane, O. Mangoni, A. Borja,
Implementing and innovating marine monitoring approaches for assessing marine
environmental status, Front. Mar. Sci. 3 (2016) 213.

[18] M. Rius, X. Turon, V. Ordóñez, M. Pascual, Tracking invasion histories in the sea:
facing complex scenarios using multilocus data, PLoS One 7 (4) (2012) e35815.

[19] M. Rius, X. Turon, G. Bernardi, F.A.M. Volckaert, F. Viard, Marine invasion ge-
netics: from spatio-temporal patterns to evolutionary outcomes, Biol. Invasions 17
(2015) 869–885.

[20] F. Viard, P. David, J.A. Darling, Marine invasions enter the genomic era: three
lessons from the past, and the way forward, Curr. Zool. 62 (6) (2016) 629–642.

[21] J.A. Darling, Genetic studies of aquatic biological invasions: closing the gap be-
tween research and management, Biol. Invasions 17 (2015) 951–971.

[22] The European Commission, Commission decision (EU) 2017/848 of 17 May 2017
laying down criteria and methodological standards on good environmental status
of marine waters and specifications and standardised methods for monitoring and
assessment, and repealing Decision 2010/477/EU, Off. J. Eur. Union L125 (2017).

[23] E. Briski, S. Ghabooli, S.A. Bailey, H.J. MacIsaac, Are genetic databases sufficiently
populated to detect non-indigenous species? Biol. Invasions 18 (7) (2016)
1911–1922.

[24] S. Kvist, Barcoding in the dark?: a critical view of the sufficiency of zoological
DNA barcoding databases and a plea for broader integration of taxonomic
knowledge, Mol. Phylogenetics Evol. 69 (1) (2013) 39–45.

[25] D.L. Pearson, A.L. Hamilton, T.L. Erwin, Recovery plan for the endangered tax-
onomy profession, BioScience 61 (1) (2011) 58–63.

[26] F. Boero, The study of species in the era of biodiversity: a tale of stupidity,
Diversity 2 (1) (2010) 115–126.

[27] J.B. Geller, J.A. Darling, J.T. Carlton, Genetic perspectives on marine biological
invasions, Annu. Rev. Mar. Sci. 2 (2010) 367–393.

[28] R. Perez-Portela, V. Arranz, M. Rius, X. Turon, Cryptic speciation or global spread?
The case of a cosmopolitan marine invertebrate with limited dispersal capabilities,
Sci. Rep. 3 (2013) 3197.

[29] L. Dijoux, F. Viard, C. Payri, The more we search, the more we find: discovery of a
new lineage and a new species complex in the genus Asparagopsis, PLoS One 9 (7)
(2014) e103826.

[30] M.E. Cristescu, From barcoding single individuals to metabarcoding biological
communities: towards an integrative approach to the study of global biodiversity,
Trends Ecol. Evol. 29 (10) (2014) 566–571.

[31] H.M. Bik, D.L. Porazinska, S. Creer, J.G. Caporaso, R. Knight, W.K. Thomas,
Sequencing our way towards understanding global eukaryotic biodiversity, Trends
Ecol. Evol. 27 (4) (2012) 233–243.

[32] R. Medinger, V. Nolte, R.V. Pandey, S. Jost, B. Ottenwalder, C. Schlotterer,
J. Boenigk, Diversity in a hidden world: potential and limitation of next-genera-
tion sequencing for surveys of molecular diversity of eukaryotic microorganisms,
Mol. Ecol. 19 (Suppl 1) (2010) 32–40.

[33] R.P. Guralnick, A.W. Hill, M. Lane, Towards a collaborative, global infrastructure
for biodiversity assessment, Ecol. Lett. 10 (8) (2007) 663–672.

[34] R. Brunetti, C. Gissi, R. Pennati, F. Caicci, F. Gasparini, L. Manni, Morphological
evidence that the molecularly determined Ciona intestinalis type A and type B are
different species: Ciona robusta and Ciona intestinalis, J. Zool. Syst. Evolut. Res. 53
(3) (2015) 186–193.

[35] A. Gomez, P.J. Wright, D.H. Lunt, J.M. Cancino, G.R. Carvalho, R.N. Hughes,
Mating trials validate the use of DNA barcoding to reveal cryptic speciation of a
marine bryozoan taxon, Proc. R. Soc., Biol. Sci. 274 (1607) (2007) 199–207.

[36] S. Scorrano, G. Aglieri, F. Boero, M.N. Dawson, S. Piraino, Unmasking Aurelia
species in the Mediterranean Sea: an integrative morphometric and molecular
approach, Zool. J. Linn. Soc. (2016), http://dx.doi.org/10.1111/zoj.12494.

[37] E. Pante, N. Puillandre, A. Viricel, S. Arnaud-Haond, D. Aurelle, M. Castelin,
A. Chenuil, C. Destombe, D. Forcioli, M. Valero, F. Viard, S. Samadi, Species are
hypotheses: avoid connectivity assessments based on pillars of sand, Mol. Ecol. 24
(3) (2015) 525–544.

[38] D.C. Lees, H.W. Lack, R. Rougerie, A. Hernandez-Lopez, T. Raus, N.D. Avtzis,
S. Augustin, C. Lopez-Vaamonde, Tracking origins of invasive herbivores through
herbaria and archival DNA: the case of the horse-chestnut leaf miner, Front. Ecol.
Environ. 9 (6) (2011) 322–328.

[39] W. Appeltans, S.T. Ahyong, G. Anderson, M.V. Angel, T. Artois, N. Bailly,
R. Bamber, A. Barber, I. Bartsch, A. Berta, M. Blazewicz-Paszkowycz, P. Bock,
G. Boxshall, C.B. Boyko, S.N. Brandao, R.A. Bray, N.L. Bruce, S.D. Cairns,
T.Y. Chan, L. Cheng, A.G. Collins, T. Cribb, M. Curini-Galletti, F. Dahdouh-Guebas,
P.J. Davie, M.N. Dawson, O. De Clerck, W. Decock, S. De Grave, N.J. de Voogd,
D.P. Domning, C.C. Emig, C. Erseus, W. Eschmeyer, K. Fauchald, D.G. Fautin,
S.W. Feist, C.H. Fransen, H. Furuya, O. Garcia-Alvarez, S. Gerken, D. Gibson,
A. Gittenberger, S. Gofas, L. Gomez-Daglio, D.P. Gordon, M.D. Guiry,
F. Hernandez, B.W. Hoeksema, R.R. Hopcroft, D. Jaume, P. Kirk, N. Koedam,
S. Koenemann, J.B. Kolb, R.M. Kristensen, A. Kroh, G. Lambert, D.B. Lazarus,
R. Lemaitre, M. Longshaw, J. Lowry, E. Macpherson, L.P. Madin, C. Mah,
G. Mapstone, P.A. McLaughlin, J. Mees, K. Meland, C.G. Messing, C.E. Mills,
T.N. Molodtsova, R. Mooi, B. Neuhaus, P.K. Ng, C. Nielsen, J. Norenburg,
D.M. Opresko, M. Osawa, G. Paulay, W. Perrin, J.F. Pilger, G.C. Poore, P. Pugh,
G.B. Read, J.D. Reimer, M. Rius, R.M. Rocha, J.I. Saiz-Salinas, V. Scarabino,
B. Schierwater, A. Schmidt-Rhaesa, K.E. Schnabel, M. Schotte, P. Schuchert,
E. Schwabe, H. Segers, C. Self-Sullivan, N. Shenkar, V. Siegel, W. Sterrer, S. Stohr,
B. Swalla, M.L. Tasker, E.V. Thuesen, T. Timm, M.A. Todaro, X. Turon, S. Tyler,
P. Uetz, J. van der Land, B. Vanhoorne, L.P. van Ofwegen, R.W. van Soest,
J. Vanaverbeke, G. Walker-Smith, T.C. Walter, A. Warren, G.C. Williams,
S.P. Wilson, M.J. Costello, The magnitude of global marine species diversity, Curr.
Biol. 22 (23) (2012) 2189–2202.

[40] A.S. Trebitz, J.C. Hoffman, G.W. Grant, T.M. Billehus, E.M. Pilgrim, Potential for
DNA-based identification of Great Lakes fauna: match and mismatch between taxa
inventories and DNA barcode libraries, Sci. Rep. 5 (2015) 12162.

[41] T. Comtet, A. Sandionigi, F. Viard, M. Casiraghi, DNA (meta)barcoding of biolo-
gical invasions: a powerful tool to elucidate invasion processes and help managing
aliens, Biol. Invasions 17 (3) (2015) 905–922.

[42] P.J. Dias, S. Fotedar, J. Munoz, M.J. Hewitt, S. Lukehurst, M. Hourston,
C. Wellington, R. Duggan, S. Bridgwood, M. Massam, V. Aitken, P. de Lestang,
S. McKirdy, R. Willan, L. Kirkendale, J. Giannetta, M. Corsini-Foka, S. Pothoven,
F. Gower, F. Viard, C. Buschbaum, G. Scarcella, P. Strafella, M.J. Bishop,
T. Sullivan, I. Buttino, H. Madduppa, M. Huhn, C.J. Zabin, K. Bacela-Spylchalska,
D. Wojcik-Fudalewska, A. Markert, A. Maximov, L. Kautsky, C. Jaspers, J. Kotta,
M. Parnoja, D. Robledo, K. Tsiamis, F.C. Kupper, A. Zuljevic, J.I. McDonald,
M. Smow, Establishment of a taxonomic and molecular reference collection to
support the identifications of species regulated by the Western Australian
Prevention List for Introduced Marine Pests, Manag. Biol. Invasions 8 (2017).

[43] A. Ardura, S. Planes, Rapid assessment of non-indigenous species in the era of the
eDNA barcoding: a Mediterranean case study, Estuar., Coast. Shelf Sci. 188 (2017)
81–87.

[44] M. Leray, J.T. Boehm, S.C. Mills, C.P. Meyer, Moorea BIOCODE barcode library as
a tool for understanding predator–prey interactions: insights into the diet of
common predatory coral reef fishes, Coral Reefs 31 (2) (2011) 383–388.

[45] M.E. Pfrender, C.P. Hawkins, M.J. Bagley, G.W. Courtney, B.R. Creutzburg,
J.H. Epler, S. Fend, L.C. Ferrington, P.L. Hartwell, S. Jackson, D.P. Larsen,
C.A. Levesque, J.C. Morse, M.G. Petersen, D. Ruiter, Assessing macroinvertebrate
biodiversity in freshwater ecosystems: advances and challenges in DNA-based
approaches, Q. Rev. Biol. 85 (3) (2010) 319–340.

[46] Y. Ji, L. Ashton, S.M. Pedley, D.P. Edwards, Y. Tang, A. Nakamura, R. Kitching,
P.M. Dolman, P. Woodcock, F.A. Edwards, T.H. Larsen, W.W. Hsu, S. Benedick,
K.C. Hamer, D.S. Wilcove, C. Bruce, X. Wang, T. Levi, M. Lott, B.C. Emerson,
D.W. Yu, Reliable, verifiable and efficient monitoring of biodiversity via meta-
barcoding, Ecol. Lett. 16 (10) (2013) 1245–1257.

[47] C.L. Jerde, W.L. Chadderton, A.R. Mahon, M.A. Renshaw, J. Corush, M.L. Budny,
S. Mysorekar, D.M. Lodge, Detection of Asian carp DNA as part of a Great Lakes

J.A. Darling et al. Marine Policy 85 (2017) 54–64

62

http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref6
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref6
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref6
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref7
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref7
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref7
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref8
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref8
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref8
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref9
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref9
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref9
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref10
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref10
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref11
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref11
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref11
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref11
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref11
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref12
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref12
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref12
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref12
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref13
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref13
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref13
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref13
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref14
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref15
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref16
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref16
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref16
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref16
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref16
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref17
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref18
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref18
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref19
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref19
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref19
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref20
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref20
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref21
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref21
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref22
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref22
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref22
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref22
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref23
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref23
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref23
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref24
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref24
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref24
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref25
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref25
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref26
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref26
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref27
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref27
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref28
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref28
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref28
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref29
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref29
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref29
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref30
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref30
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref30
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref31
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref31
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref31
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref32
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref32
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref32
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref32
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref33
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref33
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref34
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref34
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref34
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref34
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref35
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref35
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref35
http://dx.doi.org/10.1111/zoj.12494
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref37
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref37
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref37
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref37
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref38
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref38
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref38
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref38
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref39
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref40
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref40
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref40
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref41
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref41
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref41
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref42
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref43
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref43
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref43
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref44
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref44
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref44
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref45
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref45
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref45
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref45
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref45
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref46
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref46
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref46
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref46
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref46
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref47
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref47


basin-wide surveillance program, Can. J. Fish. Aquat. Sci. 70 (4) (2013) 522–526.
[48] T.J.S. Simpson, P.J. Dias, M. Snow, J. Muñoz, T. Berry, Real-time, PCR detection of

Didemnum perlucidum (Monniot, 1983) and Didemnum vexillum (Kott, 2002) in an
applied routine marine biosecurity context, Mol. Ecol. Resour. 17 (3) (2016)
443–453.

[49] J.A. Darling, A.R. Mahon, From molecules to management: adopting DNA-based
methods for monitoring biological invasions in aquatic environments, Environ.
Res. 111 (7) (2011) 978–988.

[50] J.C. Hoffman, J.R. Kelly, A.S. Trebitz, G.S. Peterson, C.W. West, D. Jackson, Effort
and potential efficiencies for aquatic non-native species early detection, Can. J.
Fish. Aquat. Sci. 68 (12) (2011) 2064–2079.

[51] A. Zhan, S.A. Bailey, D.D. Heath, H.J. Macisaac, Performance comparison of ge-
netic markers for high-throughput sequencing-based biodiversity assessment in
complex communities, Mol. Ecol. Resour. 14 (5) (2014) 1049–1059.

[52] M.E. Cristescu, From barcoding single individuals to metabarcoding biological
communities: towards an integrative approach to the study of global biodiversity,
Trends Ecol. Evolut. 29 (10) (2014) 566–571.

[53] J.M. Flynn, E.A. Brown, F.J.J. Chain, H.J. MacIsaac, M.E. Cristescu, Toward ac-
curate molecular identification of species in complex environmental samples:
testing the performance of sequence filtering and clustering methods, Ecol. Evol. 5
(11) (2015) 2252–2266.

[54] A. Zhan, W. Xiong, S. He, H.J. Macisaac, Influence of artifact removal on rare
species recovery in natural complex communities using high-throughput sequen-
cing, PLoS One 9 (5) (2014) e96928.

[55] A. Zhan, S.A. Bailey, D.D. Heath, H.J. Macisaac, Performance comparison of ge-
netic markers for high-throughput sequencing-based biodiversity assessment in
complex communities, Mol. Ecol. Resour. 14 (5) (2014) 1049–1059.

[56] I. Meusnier, G.A. Singer, J.F. Landry, D.A. Hickey, P.D. Hebert, M. Hajibabaei, A
universal DNA mini-barcode for biodiversity analysis, BMC Genom. 9 (2008) 214.

[57] E.D. Stein, B.P. White, R.D. Mazor, P.E. Miller, E.M. Pilgrim, Evaluating ethanol-
based sample preservation to facilitate use of DNA barcoding in routine freshwater
biomonitoring programs using benthic macroinvertebrates, PLoS One 8 (1) (2013)
e51273.

[58] L.D. Bainard, J.N. Klironomos, M.M. Hart, Differential effect of sample preserva-
tion methods on plant and arbuscular mycorrhizal fungal DNA, J. Microbiol.
Methods 82 (2) (2010) 124–130.

[59] N.V. Ivanova, J.R. Dewaard, P.D.N. Hebert, An inexpensive, automation-friendly
protocol for recovering high-quality DNA, Mol. Ecol. Notes 6 (4) (2006)
998–1002.

[60] J. Kim, M. Johnson, P. Hill, B.K. Gale, Microfluidic sample preparation: cell lysis
and nucleic acid purification, Integr. Biol. 1 (10) (2009) 574–586.

[61] Z.T. Nagy, A hands-on overview of tissue preservation methods for molecular
genetic analyses, Org. Divers. Evol. 10 (1) (2010) 91–105.

[62] S.C. Tan, B.C. Yiap, DNA, RNA, and protein extraction: the past and the present, J.
Biomed. Biotechnol. 2009 (2009) 574398.

[63] Y. Wang, M. Hayatsu, T. Fujii, Extraction of bacterial RNA from soil: challenges
and solutions, Microbes Environ. 27 (2) (2012) 111–121.

[64] E. Coissac, T. Riaz, N. Puillandre, Bioinformatic challenges for DNA meta-
barcoding of plants and animals, Mol. Ecol. 21 (8) (2012) 1834–1847.

[65] M.L. Hollingsworth, A. Andra Clark, L.L. Forrest, J. Richardson, R.T. Pennington,
D.G. Long, R. Cowan, M.W. Chase, M. Gaudeul, P.M. Hollingsworth, Selecting
barcoding loci for plants: evaluation of seven candidate loci with species-level
sampling in three divergent groups of land plants, Mol. Ecol. Resour. 9 (2) (2009)
439–457.

[66] C.Q. Tang, F. Leasi, U. Obertegger, A. Kieneke, T.G. Barraclough, D. Fontaneto,
The widely used small subunit 18S rDNA molecule greatly underestimates true
diversity in biodiversity surveys of the meiofauna, Proc. Natl. Acad. Sci. USA 109
(40) (2012) 16208–16212.

[67] A. Valentini, P. Taberlet, C. Miaud, R. Civade, J. Herder, P.F. Thomsen,
E. Bellemain, A. Besnard, E. Coissac, F. Boyer, C. Gaboriaud, P. Jean, N. Poulet,
N. Roset, G.H. Copp, P. Geniez, D. Pont, C. Argillier, J.-M. Baudoin, T. Peroux,
A.J. Crivelli, A. Olivier, M. Acqueberge, M. Le Brun, P.R. Møller, E. Willerslev,
T. Dejean, Next-generation monitoring of aquatic biodiversity using environ-
mental DNA metabarcoding, Mol. Ecol. 25 (4) (2015) 929–942.

[68] M. Miya, Y. Sato, T. Fukunaga, T. Sado, J.Y. Poulsen, K. Sato, T. Minamoto,
S. Yamamoto, H. Yamanaka, H. Araki, M. Kondoh, W. Iwasaki, MiFish, a set of
universal PCR primers for metabarcoding environmental DNA from fishes: de-
tection of more than 230 subtropical marine species, R. Soc. Open Sci. 2 (7) (2015)
150088.

[69] A.B. Zhan, M. Hulak, F. Sylvester, X. Huang, A.A. Adebayo, C.L. Abbott,
S.J. Adamowicz, D.D. Heath, M.E. Cristescu, H.J. MacIsaac, High sensitivity of 454
pyrosequencing for detection of rare species in aquatic communities, Methods
Ecol. Evol. 4 (6) (2013) 558–565.

[70] A. Dereeper, V. Guignon, G. Blanc, S. Audic, S. Buffet, F. Chevenet, J.F. Dufayard,
S. Guindon, V. Lefort, M. Lescot, J.M. Claverie, O. Gascuel, Phylogeny.fr: robust
phylogenetic analysis for the non-specialist, Nucleic Acids Res. 36 (Web Server
issue) (2008) W465–W469.

[71] G.F. Ficetola, C. Miaud, F. Pompanon, P. Taberlet, Species detection using en-
vironmental DNA from water samples, Biol. Lett. 4 (4) (2008) 423–425.

[72] D. Lodge, C.R. Turner, C.L. Jerde, M.A. Barnes, L. Chadderton, S.P. Egan,
J.L. Feder, A.R. Mahon, M.E. Pfrender, Conservation in a cup of water: estimating
biodiversity and population abundance from environmental DNA, Mol. Ecol. 21
(2012) 2555–2558.

[73] C.L. Jerde, A.R. Mahon, W.L. Chadderton, D.M. Lodge, "Sight-unseen" detection of
rare aquatic species using environmental, DNA, Conserv. Lett. 4 (2) (2011)
150–157.

[74] M.A. Barnes, C.R. Turner, The ecology of environmental DNA and implications for
conservation genetics, Conserv. Genet. 17 (1) (2015) 1–17.

[75] M.A. Barnes, C.R. Turner, C.L. Jerde, M.A. Renshaw, W.L. Chadderton,
D.M. Lodge, Environmental conditions influence eDNA persistence in aquatic
systems, Environ. Sci. Technol. 48 (3) (2014) 1819–1827.

[76] D.S. Pilliod, C.S. Goldberg, R.S. Arkle, L.P. Waits, Factors influencing detection of
eDNA from a stream-dwelling amphibian, Mol. Ecol. Resour. 14 (1) (2014)
109–116.

[77] A.D. Foote, P.F. Thomsen, S. Sveegaard, M. Wahlberg, J. Kielgast, L.A. Kyhn,
A.B. Salling, A. Galatius, L. Orlando, M.T.P. Gilbert, Investigating the potential use
of environmental DNA (eDNA) for genetic monitoring of marine mammals, PLoS
One 7 (2012) e41781.

[78] R.P. Kelly, J.A. Port, K.M. Yamahara, L.B. Crowder, Using environmental DNA to
census marine fishes in a large mesocosm, PLoS One 9 (1) (2014) e86175.

[79] G.R. Moyer, E. Diaz-Ferguson, J.E. Hill, C. Shea, Assessing environmental DNA
detection in controlled lentic systems, PLoS One 9 (7) (2014) e103767.

[80] I. Bista, G.R. Carvalho, K. Walsh, M. Seymour, M. Hajibabaei, D. Lallias,
M. Christmas, S. Creer, Annual time-series analysis of aqueous eDNA reveals
ecologically relevant dynamics of lake ecosystem biodiversity, Nat. Commun. 8
(2017) 14087.

[81] G.F. Ficetola, P. Taberlet, E. Coissac, How to limit false positives in environmental
DNA and metabarcoding? Mol. Ecol. Resour. 16 (3) (2016) 604–607.

[82] J.J. Lahoz-Monfort, G. Guillera-Arroita, R. Tingley, Statistical approaches to ac-
count for false-positive errors in environmental DNA samples, Mol. Ecol. Resour.
16 (3) (2016) 673–685.

[83] B.R. Schmidt, M. Kéry, S. Ursenbacher, O.J. Hyman, J.P. Collins, N. Yoccoz, Site
occupancy models in the analysis of environmental DNA presence/absence sur-
veys: a case study of an emerging amphibian pathogen, Methods Ecol. Evol. 4 (7)
(2013) 646–653.

[84] L.J. Lawson Handley, A. Estoup, D.M. Evans, C.E. Thomas, E. Lombaert, B. Facon,
A. Aebi, H.E. Roy, Ecological genetics of invasive alien species, BioControl 56 (4)
(2011) 409–428.

[85] S. Bouchemousse, C. Liautard-Haag, N. Bierne, F. Viard, Distinguishing con-
temporary hybridization from past introgression with postgenomic ancestry-in-
formative SNPs in strongly differentiated Ciona species, Mol. Ecol. 25 (21) (2016)
5527–5542.

[86] J.R. Muirhead, D.K. Gray, D.W. Kelly, S.M. Ellis, D.D. Heath, H.J. Macisaac,
Identifying the source of species invasions: sampling intensity vs. genetic diversity,
Mol. Ecol. 17 (4) (2008) 1020–1035.

[87] C.K. Tepolt, Adaptation in marine invasion: a genetic perspective, Biol. Invasions
17 (2015) 887–903.

[88] B.M. Fitzpatrick, J.A. Fordyce, M.L. Niemiller, R.G. Reynolds, What can DNA tell
us about biological invasions? Biol. Invasions 14 (2) (2011) 245–253.

[89] J. Kaye, C. Heeney, N. Hawkins, J. de Vries, P. Boddington, Data sharing in
genomics: re-shaping scientific practice, Nat. Rev. Genet. 10 (2009) 331–335.

[90] F.T. Chan, H.J. MacIsaac, S.A. Bailey, Survival of ship biofouling assemblages
during and after voyages to the Canadian Arctic, Mar. Biol. 163 (12) (2016).

[91] F.T. Chan, J. Bradie, E. Briski, S.A. Bailey, N. Simard, H.J. MacIsaac, Assessing
introduction risk using species' rank-abundance distributions, Proc. R. Soc., Biol.
Sci. 282 (1799) (2015) 20141517.

[92] L.A. Drake, A.E. Meyer, R.L. Forsberg, R.E. Baier, M.A. Doblin, S. Heinemann,
W.P. Johnson, M. Koch, P.A. Rublee, F.C. Dobbs, Potential invasion of micro-
organisms and pathogens via ‘interior hull fouling’: biofilms inside ballast water
tanks, Biol. Invasions 7 (6) (2005) 969–982.

[93] Y. Kim, T.G. Aw, T.K. Teal, J.B. Rose, Metagenomic investigation of viral com-
munities in ballast water, Environ. Sci. Technol. 49 (14) (2015) 8396–8407.

[94] C. Ng, T.H. Le, S.G. Goh, L. Liang, Y. Kim, J.B. Rose, K.G. Yew-Hoong, A com-
parison of microbial water quality and diversity for ballast and tropical harbor
waters, PLoS One 10 (11) (2015) e0143123.

[95] K.M. Pagenkopp Lohan, R.C. Fleischer, K.J. Carney, K.K. Holzer, G.M. Ruiz,
Amplicon-based pyrosequencing reveals high diversity of protistan parasites in
ships' ballast water: implications for biogeography and infectious diseases, Microb.
Ecol. 71 (3) (2016) 530–542.

[96] C.A. Faillace, N.S. Lorusso, S. Duffy, Overlooking the smallest matter: viruses
impact biological invasions, Ecol. Lett. 20 (4) (2017) 524–538.

[97] F. Cicconardi, P.A.V. Borges, D. Strasberg, P. Oromí, H. López, A.J. Pérez-Delgado,
J. Casquet, J. Caujapé-Castells, J.M. Fernández-Palacios, C. Thébaud,
B.C. Emerson, MtDNA metagenomics reveals large-scale invasion of belowground
arthropod communities by introduced species, Mol. Ecol. (2017), http://dx.doi.
org/10.1111/mec.14037.

[98] K. Gavira-O’Neill, J.M. Guerra-García, J. Moreira, M. Ros, Mobile epifauna of the
invasive bryozoan Tricellaria inopinata: is there a potential invasional meltdown?
Mar. Biodivers. (2016), http://dx.doi.org/10.1007/s12526-016-0563-5.

[99] A.M. Dunn, M.E. Torchin, M.J. Hatcher, P.M. Kotanen, D.M. Blumenthal,
J.E. Byers, C.A.C. Coon, V.M. Frankel, R.D. Holt, R.A. Hufbauer, A.R. Kanarek,
K.A. Schierenbeck, L.M. Wolfe, S.E. Perkins, C. Fox, Indirect effects of parasites in
invasions, Funct. Ecol. 26 (6) (2012) 1262–1274.

[100] M.E. Torchin, K.D. Lafferty, A.M. Kuris, Parasites and marine invasions,
Parasitology 124 (07) (2002) S137–S151.

[101] J.A. Fuhrman, J.A. Cram, D.M. Needham, Marine microbial community dynamics
and their ecological interpretation, Nat. Rev. Microbiol. 13 (3) (2015) 133–146.

[102] G. Muyzer, Marine microbial systems ecology: microbial networks in the sea, in:
L.J. Stal, M.S. Cretoiu (Eds.), The Marine Microbiome: An Untapped Source of
Biodiversity and Biotechnological Potential, Springer International Publishing,
Cham, 2016, pp. 335–344.

[103] C. Manzari, B. Fosso, M. Marzano, A. Annese, R. Caprioli, A.M. D’Erchia, C. Gissi,

J.A. Darling et al. Marine Policy 85 (2017) 54–64

63

http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref47
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref48
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref48
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref48
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref48
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref49
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref49
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref49
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref50
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref50
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref50
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref51
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref51
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref51
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref52
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref52
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref52
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref53
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref53
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref53
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref53
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref54
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref54
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref54
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref55
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref55
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref55
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref56
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref56
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref57
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref57
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref57
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref57
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref58
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref58
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref58
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref59
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref59
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref59
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref60
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref60
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref61
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref61
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref62
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref62
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref63
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref63
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref64
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref64
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref65
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref65
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref65
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref65
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref65
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref66
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref66
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref66
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref66
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref67
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref68
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref68
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref68
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref68
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref68
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref69
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref69
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref69
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref69
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref70
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref70
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref70
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref70
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref71
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref71
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref72
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref72
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref72
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref72
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref73
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref73
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref73
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref74
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref74
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref75
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref75
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref75
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref76
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref76
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref76
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref77
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref77
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref77
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref77
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref78
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref78
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref79
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref79
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref80
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref80
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref80
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref80
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref81
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref81
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref82
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref82
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref82
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref83
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref83
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref83
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref83
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref84
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref84
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref84
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref85
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref85
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref85
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref85
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref86
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref86
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref86
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref87
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref87
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref88
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref88
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref89
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref89
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref90
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref90
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref91
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref91
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref91
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref92
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref92
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref92
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref92
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref93
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref93
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref94
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref94
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref94
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref95
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref95
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref95
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref95
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref96
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref96
http://dx.doi.org/10.1111/mec.14037
http://dx.doi.org/10.1111/mec.14037
http://dx.doi.org/10.1007/s12526-016-0563-5
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref99
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref99
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref99
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref99
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref100
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref100
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref101
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref101
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref102
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref102
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref102
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref102
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref103


M. Intranuovo, E. Picardi, M. Santamaria, S. Scorrano, G. Sgaramella, L. Stabili,
S. Piraino, G. Pesole, The influence of invasive jellyfish blooms on the aquatic
microbiome in a coastal lagoon (Varano, SE Italy) detected by an Illumina-based
deep sequencing strategy, Biol. Invasions 17 (2015) 923–940.

[104] S. Arnaud-Haond, T. Aires, R. Candeias, S.J.L. Teixeira, C.M. Duarte, M. Valero,
E.A. Serrão, Entangled fates of holobiont genomes during invasion: nested bac-
terial and host diversities in Caulerpa taxifolia, Mol. Ecol. 26 (8) (2017)
2379–2391.

[105] R.P. Kelly, J.L. O'Donnell, N.C. Lowell, A.O. Shelton, J.F. Samhouri,
S.M. Hennessey, B.E. Feist, G.D. Williams, Genetic signatures of ecological di-
versity along an urbanization gradient, PeerJ 4 (2016) e2444.

[106] Y. Song, Y.Y. Huang, X. Liu, X. Zhang, M. Ferrari, L. Qin, Point-of-care technolo-
gies for molecular diagnostics using a drop of blood, Trends Biotechnol. 32 (3)
(2014) 132–139.

[107] R.D. Stedtfeld, T.M. Stedtfeld, F. Samhan, Y.H. Kanitkar, P.B. Hatzinger,
A.M. Cupples, S.A. Hashsham, Direct loop mediated isothermal amplification on
filters for quantification of Dehalobacter in groundwater, J. Microbiol. Methods
131 (2016) 61–67.

[108] F. Pomati, J. Jokela, M. Simona, M. Veronesi, B.W. Ibelings, An automated plat-
form for phytoplankton ecology and aquatic ecosystem monitoring, Environ. Sci.
Technol. 45 (22) (2011) 9658–9665.

[109] J.C. Robidart, M.J. Church, J.P. Ryan, F. Ascani, S.T. Wilson, D. Bombar, R. Marin
3rd, K.J. Richards, D.M. Karl, C.A. Scholin, J.P. Zehr, Ecogenomic sensor reveals
controls on N2-fixing microorganisms in the North Pacific Ocean, ISME J. 8 (6)
(2014) 1175–1185.

[110] E.A. Ottesen, Probing the living ocean with ecogenomic sensors, Curr. Opin.
Microbiol. 31 (2016) 132–139.

[111] R. Danovaro, L. Carugati, M. Berzano, A.E. Cahill, S. Carvalho, A. Chenuil,
C. Corinaldesi, S. Cristina, R. David, A. Dell'Anno, N. Dzhembekova,
E. Garcés, J.M. Gasol, P. Goela, J.-P. Féral, I. Ferrera, R.M. Forster,
A.A. Kurekin, E. Rastelli, V. Marinova, P.I. Miller, S. Moncheva, A. Newton,
J.K. Pearman, S.G. Pitois, A. Reñé, N. Rodríguez-Ezpeleta, V. Saggiomo,
S.G.H. Simis, K. Stefanova, C. Wilson, M. Lo Martire, S. Greco,
S.K.J. Cochrane, O. Mangoni, A. Borja, Implementing and Innovating Marine
Monitoring Approaches for Assessing Marine Environmental Status, Front.
Mar. Sci. 3 (2016) 213.

[112] S.P. Egan, E. Grey, B. Olds, J.L. Feder, S.T. Ruggiero, C.E. Tanner, D.M. Lodge,

Rapid molecular detection of invasive species in ballast and harbor water by in-
tegrating environmental DNA and light transmission spectroscopy, Environ. Sci.
Technol. 49 (7) (2015) 4113–4121.

[113] D. Simberloff, Biological invasions: what's worth fighting and what can be won?
Ecol. Eng. 65 (2014) 112–121.

[114] L.W.J. Anderson, California’s reaction to Caulerpa taxifolia: a model for invasive
species rapid response, Biol. Invasions 7 (6) (2005) 1003–1016.

[115] N. Bax, K. Hayes, A. Marshall, D. Parry, R. Thresher, Man-made marinas as shel-
tered islands for marine organisms: establishment and eradication of an alien in-
vasive marine species, in: Turning the tide: the eradication of invasive species.
Gland, Switzerland: IUCN (2002).

[116] B. Galil, Control and eradiation of invasive aquatic invertebrates, in: F. Gherardi,
C. Corti, M. Gualtieri (Eds.), Biodiversity Conservation and Management,
Encyclopedia of Life Support Systems Publishers Co., Ltd., Oxford, UK, 2009.

[117] J. Atalah, G. Hopkins, L. Fletcher, A. Castinel, B. Forrest, Concepts for biocontrol
in marine environments: is there a way forward? Manag. Biol. Invasions 6 (1)
(2015) 1–12.

[118] R.E. Thresher, K. Hayes, N.J. Bax, J. Teem, T.J. Benfey, F. Gould, Genetic control
of invasive fish: technological options and its role in integrated pest management,
Biol. Invasions 16 (6) (2013) 1201–1216.

[119] K.M. Esvelt, A.L. Smidler, F. Catteruccia, G.M. Church, Concerning RNA-guided
gene drives for the alteration of wild populations, Elife 3 (2014) e03401.

[120] B.L. Webber, S. Raghu, O.R. Edwards, Opinion: is CRISPR-based gene drive a
biocontrol silver bullet or global conservation threat? Proc. Natl. Acad. Sci. USA
112 (34) (2015) 10565–10567.

[121] T. Momose, J.-P. Concordet, Diving into marine genomics with CRISPR/Cas9
systems, Mar. Genom. 30 (2016) 55–65.

[122] G.E. Kaebnick, E. Heitman, J.P. Collins, J.A. Delborne, W.G. Landis, K. Sawyer,
L.A. Taneyhill, D.E. Winickoff, Precaution and governance of emerging technol-
ogies, Science 354 (6313) (2016) 710–711.

[123] K.A. Oye, K.M. Esvelt, E. Appleton, F. Catteruccia, G.M. Church, T. Kuiken, S. Bar-
Yam Lightfoot, J. McNamara, A.L. Smidler, J.P. Collins, Regulating gene drives,
Science 345 (6197) (2014) 626–628.

[124] The European Parliament and the Council of the European Union, Regulation (EU)
No 1143/2014 of the European Parliament and of the Council of 22 October 2014
on the prevention and management of the introduction and spread of invasive
alien species, Off. J. Eur. Union L317 (2014) 35–54.

J.A. Darling et al. Marine Policy 85 (2017) 54–64

64

http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref103
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref103
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref103
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref103
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref104
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref104
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref104
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref104
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref105
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref105
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref105
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref106
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref106
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref106
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref107
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref107
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref107
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref107
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref108
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref108
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref108
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref109
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref109
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref109
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref109
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref110
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref110
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref111
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref112
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref112
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref112
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref112
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref113
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref113
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref114
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref114
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref115
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref115
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref115
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref116
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref116
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref116
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref117
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref117
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref117
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref118
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref118
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref119
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref119
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref119
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref120
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref120
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref121
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref121
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref121
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref122
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref122
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref122
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref123
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref123
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref123
http://refhub.elsevier.com/S0308-597X(17)30342-1/sbref123

	Recommendations for developing and applying genetic tools to assess and manage biological invasions in marine ecosystems
	Introduction
	Recommendations for developing and applying molecular tools
	Investment in improved taxonomic resources and support for integrative taxonomy
	Standardization of protocols for generating molecular genetic data and development of user-friendly data analyses workflows
	Reduce uncertainty associated with inferences of NIS distributions based on molecular detections
	Support for coordinated species-specific research activity
	Emphasize broader understanding of invasion pathways through community genetics
	Encourage development of novel in situ and field-deployable detection platforms
	Provide guidance on the development and application of advanced biotechnologies for NIS control

	Conclusions
	Acknowledgements
	References




