
Evaluation of variation within the barcode
region of Cytochrome c Oxidase I (COI)
for the detection of commercial Callinectes
sapidus Rathbun, 1896 (blue crab)
products of non-US origin
Amanda M. Windsor1, M. Katherine Moore2, Kimberly A. Warner3,
Sarah R. Stadig1 and Jonathan R. Deeds1

1 Office of Regulatory Science, United States Food and Drug Administration, College Park, MD,
USA

2 Conservation Biology Division, Forensic Laboratory, Northwest Fisheries Science Center,
National Marine Fisheries Service, National Oceanic and Atmospheric Administration,
Charleston, SC, USA

3 Oceana, Washington, DC, USA

ABSTRACT
Callinectes sapidus Rathbun, 1896 is a western Atlantic species with a disjointed
natural geographic range from Massachusetts, USA to Venezuela (distribution area
1) and from Alagoas, Brazil to northern Argentina (distribution area 2). It is the only
species of portunid crab commercially harvested in the continental United States but
is also imported into the US from several Latin American countries, Venezuela and
Mexico in particular. In the United States, crab products labeled as “blue crab” and
“Product of the USA” may not legally contain other species of crab or C. sapidus not
harvested in the United States. The present study documents nucleotide variation
within the barcode region of cytochrome c oxidase I (COI) in 417 reference
specimens of C. sapidus collected from throughout its natural range. The goal of this
study is to determine if this variation can be utilized to detect mislabeled C. sapidus
products sold in interstate commerce by comparing genetic signatures in reference
specimens to those observed in commercial crabmeat labeled as “Product of the
USA” and “Product of Venezuela.” In reference specimens, we observed high levels of
genetic variation in the barcode region. However, three lineages were consistently
observed with significant pairwise Fst values between the lineages. Lineage 1 was
observed throughout the natural geographic range but predominated in the
continental US and was the only lineage observed in the major crabmeat-producing
states (MD, LA, VA, NC). Lineage 2 primarily occurred in the Caribbean region of
distribution area 1 but was also infrequently encountered in the South Atlantic Bight
region of the US coast. Finally, Lineage 3 was only observed in Brazilian waters and
had the lowest haplotype and nucleotide diversity values. Lineages 1 and 2 were
separated by a mean pairwise distance (p-distance) of 3.15%, whereas Lineage 3 had a
mean p-distance of 2.55% and 1.35% to Lineages 1 and 2, respectively. Within lineage
mean p-distances were 0.45%, 0.19%, and 0.07% for Lineages 1, 2, and 3, respectively.
Among all vouchered reference specimens collected from the continental United
States, Mexico, Puerto Rico, and Venezuela, we identified 22 phylogenetically
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informative sites that drive observed lineage divergences. Haplotypes identified from
barcode COI sequences from commercial C. sapidus products labeled as originating
from the US all aligned with haplotypes from Lineage 1 reference specimens and
haplotypes from commercial products labeled as originating from Venezuela all
aligned with Lineage 2, suggesting that these lineages may be useful for indicating
whether products originate from the continental US or are imported when package
labeling is in question.

Subjects Aquaculture, Fisheries and Fish Science, Biogeography, Food Science and Technology,
Marine Biology, Molecular Biology
Keywords Barcoding, Crustacea, Decapoda, Portunidae, Seafood, Species substitution,
Swimming crab

INTRODUCTION
Callinectes sapidus: geographic range, taxonomic history, and
commercial importance
The natural range of Callinectes sapidus Rathbun, 1896 is the broadest of any species in the
genus. This range is disjointed, with one distribution (distribution area 1) extending from
Massachusetts, USA south to Venezuela, and a second distribution (distribution area 2)
beginning in Alagoas, Brazil and extending south to the northern coast of Argentina
(Dos Santos & D’Inaco, 2004; Rodrigues et al., 2017) (Fig. 1). In the Mid-Atlantic region of
the US, Maryland and Virginia in particular, C. sapidus has reached iconic status for
both its economic and cultural value. Recent northward expansion of the North American
range into the Gulf of Maine has been observed and attributed to warmer than usual ocean
temperatures in higher latitudes (Johnson, 2015). In addition to its broad natural range,
C. sapidus has been introduced to the eastern Atlantic Ocean, Mediterranean, Adriatic,
North, and Baltic Seas as well as waters of Hawai’i and Japan via human-mediated
transport (Benabdi, Belmahi & Grimes, 2019; Castejón & Guerao, 2013; Dulčić et al., 2011;
Eldredge, 1995; Galil, 2008; Keskin & Atar, 2013; Nehring, 2011; Perdikaris et al., 2015;
Piras, Esposito & Meloni, 2019; Snovsky & Galil, 1990; Vasconcelos et al., 2019).

A review of the taxonomic history of C. sapidus revealed that the species was once
divided into two subspecies, the “typical” C. sapidus sapidus and “acute” C. sapidus
acutidens Rathbun, 1896 which was defined by its stronger carapace features and larger,
more acute spines. This subspecies was first described from small specimens from Brazil
and reportedly ranged from the east coast of Florida to the central coast of Brazil (Rathbun,
1930). However, Williams (1974) synomymized the two subspecies after examining over
1,500 specimens. He concluded that external morphology in C. sapidus is highly variable
throughout its range and that morphological characters do not reliably segregate
individuals putatively identified as C. sapidus acutidens from those identified as “typical”
C. sapidus.Williams (1984) went on to characterize C. sapidus as a polymorphic species in
which environmental factors may influence external carapace morphology.

Harvest of C. sapidus, both whole, live crabs for local consumption and processed
crabmeat for domestic distribution, occurs in every US state on the Atlantic and Gulf
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coasts from Connecticut to Texas. However, >80% of harvest for production of processed
crabmeat occurs in the states of Louisiana, Maryland, Virginia, and North Carolina
(NOAA National Marine Fisheries Service Office of Science and Technology CFS, 2017b)
(Fig. 2). In addition to domestic US harvest, C. sapidus is imported to the US, primarily as
processed crabmeat, from throughout its natural range. Additionally, C. sapidus has
become so well established in the eastern Mediterranean Sea that it is being harvested for
both local consumption and export (Kevrekidis & Antoniadou, 2018; Piras, Esposito &
Meloni, 2019). Crabmeat, regardless of species, is typically processed in such a way that
species identification based on visual inspection is impossible, thus providing an
opportunity for intentional species substitution and fraud if imported crabmeat is falsely
sold to US consumers as domestic C. sapidus at a premium price.

Public and political interest in seafood-related fraud in the United States led to the
creation in 2014 of the Presidential Task Force on Combating Illegal, Unreported, and
Unregulated (IUU) Fishing and Seafood Fraud. As part of its action plan, the taskforce

Figure 1 Map of natural distribution of C. sapidus along with collection locations and number of
specimens successfully sequenced for this study showing proportion of each lineage in each
location. Map of natural distribution of C. sapidus along with collection locations and number of spe-
cimens successfully sequenced for this study showing proportion of each lineage in each location. Green,
Distribution 1; dark blue, Distribution 2; light blue, Lineage 1; pink, Lineage 2; orange, lineage 3; NJ, New
Jersey; DE, Delaware; MD, Maryland; VA, Virginia; NC, North Carolina; SC, South Carolina;
GA, Georgia; LRFL, Loxahatchee River, Florida; MFL, Miami, Florida; NFL, Naples, Florida; SPFL,
St. Petersburg, Florida; PCFL, Panama City, Florida; LA, Louisiana; NTX; northern Texas; STX, southern
Texas; VE, Veracruz, México, CM, Campeche, México; YU, Yucatán, Mexico; CR, Costa Rica; ZU, Zulia,
Venezuela; FA, Falcón, Venezuela; PR, Puerto Rico; SP, São Paulo, Brazil; RGS, Rio Grande do Sul, Brazil;
SCat; Santa Catarina, Brazil. Full-size DOI: 10.7717/peerj.7827/fig-1
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published a list of commercially important fishes, crustaceans, and molluscs at risk for IUU
fishing and fraud in the Federal Register in 2015 (Presidential Task Force on Combating
Illegal Unreported and Unregulated (IUU) Fishing and Seafood Fraud Action Plan, 2014)
(80 FR 66867). Of the 13 species or species groups chosen for the initial “at risk” listing,
three involve crustaceans: all shrimps, king crab, and blue crab. The justification used to
place C. sapidus (as “blue crab”) on the priority list was based on a history of
misidentification of product origin, species substitution or mixing, and marketing of these
products as “Maryland crab,” “Product of the USA,” “C. sapidus,” or “blue crab”
(Presidential Task Force on Combating Illegal Unreported and Unregulated (IUU) Fishing
and Seafood Fraud Action Plan, 2014) (80 FR 66867). For example, substitution of C.
sapidus with one, or sometimes many, other species of portunid crabs that inhabit
Indo-Pacific waters was demonstrated by Warner et al. (2015) through DNA testing of
crab cakes sold in Maryland and Washington, D.C. area restaurants as “domestic” or
“local” blue crab.

The study by Warner et al. (2015) focused on the presence of species other than
C. sapidus in “Maryland” or “locally sourced” crab cakes and did not attempt to distinguish
domestic from imported C. sapidus. The ability to identify geographic origin of C. sapidus
is important because import records show that an average of 3.8 million pounds of
processed Callinectes/Portunidae crabmeat was imported into the US annually between
2000 and 2017, with the majority harvested in Mexico and Venezuela (NOAA National
Marine Fisheries Service Office of Science and Technology CFS, 2017b) (Fig. 3).

Figure 2 Landings of C. sapidus in the United States. Proportion of five-year average of US domestic
landing of Callinectes sapidus across 15 states. Percent contribution in parentheses.

Full-size DOI: 10.7717/peerj.7827/fig-2
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Previous studies have attempted to define population structure of C. sapidus in
Chesapeake Bay, US Atlantic coast, Gulf of Mexico, and Brazil with mixed results
(Feng, Williams & Place, 2017; Kordos & Burton, 1993; McMillen-Jackson & Bert, 2004;
Place & Plough, 2017; Plough, 2017; Rodrigues et al., 2017; Van Montfrans, Ryer & Orth,
1991; Williams, Feng & Place, 2017; Yednock & Neigel, 2014). The studies by Feng (2009),
Feng, Williams & Place (2017) and Williams, Feng & Place (2017) revealed high levels of
heteroplasmy in mitochondrial genes and a lack of clear population structure in crabs from
throughout the Atlantic and Gulf Coasts of the United States. Using nuclear and
mitochondrial genes, Yednock & Neigel (2014) studied population dynamics in the Gulf of
Mexico with similar findings of high genetic diversity. Further, both Feng, Williams &
Place (2017) and Yednock & Neigel (2014) observed significant temporal variation in
haplotype frequencies between adults and juveniles in both bodies of water. In contrast,
Rodrigues et al. (2017) sequenced the 3′ end of the cytochrome c oxidase I (COI)
mitochondrial gene in C. sapidus from Maryland and North Carolina in the US and São
Paulo, Santa Catarina, and Rio Grande do Sul in Brazil and found significant genetic
structure between US and Brazilian crabs. Based on these results, the authors described two
distinct lineages; one found in both Brazilian and US waters and the other found only in
Brazil. Plough (2017) used restriction-site associated DNA/genotyping-by-sequencing
(RAD/GBS) to examine specimens from Massachusetts, western Florida, and Brazil.
Those results also showed significant population structure between US and Brazilian
specimens. Plough (2017) also observed low, but significant variation between north
Atlantic and US Gulf of Mexico C. sapidus specimens. The studies by Rodrigues et al.
(2017) and Plough (2017) are an indication that genetic analyses can inform geographic
origin of C. sapidus products on a broad scale. However, of all these studies, only Yednock
& Neigel (2014) included any specimens from the Caribbean region. Therefore, analysis

Figure 3 Imports of C. sapidus into the United States from Mexico and Venezuela. Imports, in
millions of pounds, of Callinectes/Portunidae (2000–2017) from Mexico and Venezuela

Full-size DOI: 10.7717/peerj.7827/fig-3
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of genetic variation in C. sapidus from the entirety of its natural range was deemed
necessary.

Detection of mislabeling in Callinectes sapidus products
In order to modernize its species identification capabilities to address issues with seafood
species substitution and fraud, the United States Food and Drug Administration (FDA)
has adopted use of the DNA barcode region (658 bases starting near the 5′ end) of the
COI gene (Hebert et al., 2003) for the identification of fish (Handy et al., 2011) and
crustacean (Eischeid et al., 2016) products. As part of this effort, FDA developed a publicly
available Reference Standard Sequence Library (RSSL) for seafood identification (Deeds
et al., 2014; Food and Drug Administration, 2017) which contains sequences linked to
authenticated reference specimens suitable for regulatory use. For decapod crustaceans,
DNA barcoding is considered an effective tool for identifying species because the average
genetic distance between species is 17.16%, whereas average intraspecific variation is 0.46%
(Costa et al., 2007). However, in the process of adding DNA barcode sequences from
museum-held specimens to the RSSL, a reference sequence from a specimen originally
identified as C. sapidus “acutidens” (ULLZ 11401) collected from Zulia, Venezuela in the
region of Lake Maracaibo showed a mean pairwise distance (p-distance) of 3.34% to
two reference specimens from Maryland (ULLZ 14983(m) and ULLZ 14983(f)) and one
from Louisiana (ULLZ 13535). Those three reference samples had p-distances of ≤0.2%
between each other. Nevertheless, because there was only one reference specimen from
Venezuela available at that time, it was unclear if that sequence was indicative of a cryptic
species/subspecies or just an example of the high genetic diversity known in C. sapidus
mitochondrial genes. The study by Yednock & Neigel (2014), utilizing one mitochondrial
and five nuclear loci, included some of the same Venezuelan reference specimens used in
the present study and the authors noted these individuals were “substantially divergent”
from specimens collected in the Gulf of Mexico.

In 2014, National Oceanic Atmospheric Administration (NOAA) and FDA began an
investigation regarding the importation, re-packaging, and false labeling of crabmeat.
Samples of crabmeat were analyzed using COI DNA barcoding. Among the products
tested, 59% of the sequences were determined to be species other than C. sapidus. The
substituted species, Monomia haanii (Fabricius, 1798) and Ovalipes punctatus (De Haan,
1833–1850), are of western Pacific origin, thus confirming suspicions of species
substitution and mislabeling. The remaining sequences were identified as C. sapidus, but
59% of these were allied with the three US reference sequences while the remaining 41%
allied with the single reference sequence from Venezuela (Supplemental 2). In contrast,
samples from multiple tubs of US-labeled blue crabmeat obtained from additional
suppliers within the same time period only contained sequences aligning with the US
reference specimens. This suggested that not only was there labeling of other crab species
as blue crab but there was also potentially imported C. sapidus labeled fraudulently as
“Product of the USA.” A primary objective of this study was to test the hypothesis that the
differences observed in the initial four reference samples would continue to coincide with
geographic origin after an expanded sampling effort.
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The DNA barcode region has proven useful in species delimitation and as a marker for
determining geographic structure in other decapods (Dudoit et al., 2018; Fratini &
Vannini, 2002; Khamnamtong, Klinbunga & Menasveta, 2009). The genus Callinectes
typically exhibits 15.86–18.09% p-distance between species and a p-distance of 0.11–1.08%
within species (Costa et al., 2007; Pfeiler et al., 2005). The 3.34% mean p-distance observed
between our Venezuelan and US reference specimens of C. sapidus suggests that the
DNA barcode region might be useful for indicating geographic origin in C. sapidus.
Similarly, two distinct barcode lineages in individuals of the eastern Pacific species,
C. bellicosus Stimpson, 1859, were observed by Pfeiler et al. (2005); however, in that case
the divergent lineages did not appear to align with geography. Sympatric intraspecific
mtDNA divergences have also been recorded in non-decapod marine taxa (Shamblin et al.,
2014; Raupach et al., 2014; Tominaga et al., 2009).

Objectives
Based on our preliminary findings, we decided to further document and describe
intraspecific variation within the DNA barcode region of C. sapidus. To accomplish this,
we sequenced specimens collected from throughout the broad, disjointed, geographic
range. These sequences then served as reference standards for comparison to commercial
crabmeat products labeled as originating from the United States or Venezuela to evaluate if
we can positively identify the US vs. non-US origin of C. sapidus crabmeat products.

MATERIALS AND METHODS
Reference specimens
In addition to reference specimens already in the FDA’s RSSL, reference specimens of
C. sapidus were obtained live from local fishermen or hand collected by NOAA Office of
Law Enforcement and state and federal partners from throughout the continental US,
Puerto Rico, and the Yucatan Peninsula of Mexico between September 2014 and June
2017. Crabs were frozen for initial preservation prior to being photographed and
tissue-sampled for both archival and DNA extraction purposes. Archival tissue samples
were stored in 95% ethanol at −80 �C in the NOAA Northwest Fisheries Science Center
(NWFSC) Forensic Laboratory and the FDA seafood species reference tissue collections.
Specimens in good physical condition (i.e., had most appendages and an intact carapace,
N = 114) were preserved in 70% ethanol and deposited to the National Museum of
Natural History (NMNH), Smithsonian Institution (Acc. 2076129). Additional tissues
were gifted from specimens in the University of Louisiana at Lafayette Zoological
Collections (ULLZ); the Crustacean Collection: Department of Biology, Faculty of
Philosophy, Sciences, and Letters of Ribeirão Preto, University of São Paulo (CCDB);
Museum of Zoology, University of São Paulo (MZUSP); the Bracken-Grissom Lab, Florida
International University (HBG); and the University of Maryland Institute of Marine and
Environmental Technology. Finally, sequences from six museum-accessioned specimens
available from GenBank were included in our analyses. Specimen details, including
collection location, collection year, lineage, haplotype, geographic region, and GenBank
accession numbers are provided in Table S1.
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Commercial products
For the analysis of commercial products, one-pound (454 g) tubs of fresh or pasteurized
crabmeat labeled as either “Product of the USA” (N = 7 from six brands) or “Product of
Venezuela” (N = 7 from six brands) were purchased at retail grocery or seafood markets in
the greater Washington D.C. metropolitan areas of Maryland and Virginia between
January 2016 and August 2017. Portions of 10 lumps (i.e., single piece of crabmeat
reasonably expected to be from an individual crab) from each tub were sampled for DNA
extraction for a total of 70 samples from each labeled product origin. Additional
commercial samples labeled as products of Colombia (one 454 g can of “blue crab” cocktail
claws), Nicaragua (one 454 g package of whole frozen uncooked “blue claw crabs”), and
Turkey (one 500 g package of whole frozen uncooked “blue crabs”) were obtained
opportunistically for supplemental analysis. The canned claws were sampled as described
for the crabmeat tubs above, whereas muscle tissue from each crab (N = 4 and 5,
respectively) was sampled for the whole frozen crab products from Nicaragua and Turkey.

Lastly, DNA extracted from remaining pieces of crab cakes (one to three individual
lumps per cake, N = 115 total) purchased and identified previously through DNA
sequencing as C. sapidus by Warner et al. (2015), and subsequently preserved dry in silica
beads, was re-analyzed using the methods described below.

Molecular methods
Genomic DNA was extracted from muscle tissue of fresh-frozen reference specimens with
either a phenol chloroform extraction on an Autogen GenePrep 965 or a Qiagen DNeasy
96 kit according to each manufacturer’s animal tissue protocol. The 658 bp barcode region
of the COI gene was amplified with either LCO1490 and HCO2198 (Folmer et al., 1994) or
JgLCO1490 and JgHCO2198 (Geller et al., 2013) with annealing temperatures of 42–46 �C.
A 640 bp region at the 3′ end of the COI gene was also amplified with the primers
COIf and COIa (Palumbi & Benzie, 1991). PCR products were visualized by agarose gel
electrophoresis (1.5% agarose), and successful amplifications were purified with
ExoSAP-IT (Affymetrix, Santa Clara, CA, USA) according to the manufacturer’s protocols
prior to sequencing. Sequencing reactions were performed using one µL of purified PCR
product in a 10 µL reaction containing 0.5 µL 10 µM primer, 1.75 µL 5× Big Dye buffer and
0.75 µL Big Dye (Life Technologies, Carlsbad, CA, USA). Reactions were purified using
Millipore Sephadex (MAHVN-4550) or Edge Bio Optima DTR (17946) 96-well plates and
sequenced on an ABI 3730XL or ABI3130 automated DNA sequencer. DNA extraction,
PCR, and sequencing of reference specimens was carried out at the Laboratories of
Analytical Biology at the NMNH and the NOAANWFSC. Commercial samples, including
crab cake samples re-analyzed from the Warner et al. (2015) study, were sequenced at the
FDA following the protocols described in Eischeid et al. (2016).

All sequences generated from this study have been deposited in GenBank (NCBI) under
bioproject PRJNA554071 and accession nos. MG462242–MG462317; MG462319–
MG462696; MG515495–MG515527; MH062454–MH062672; MH985860–MH985991;
and MH985992–MH986002 (Tables S1 and S2).
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Genetic analyses
Geneious 9.1.8 (Biomatters, Auckland, New Zealand) was used to visualize, trim, and
assemble contigs from forward and reverse sequences. Only sequences that were
bidirectional, 658 bp (or 640 bp) in length, had fewer than three sequence ambiguities, and
contained an open reading frame were included in analyses. Sequences were aligned using
MAFFT (Katoh & Standley, 2013) with sequences from (1) all reference specimens [REF], (2)
all newly collected commercial crabmeat products [PROD], and (3) all reference specimens
plus all commercial products [TOTAL]. Haplotypes were assigned by DNAsp v5 (Librado &
Rozas, 2009) based on the [TOTAL] alignment. For visualization purposes, unrooted
neighbor-joining (NJ) dendrograms were constructed using the uncorrected p-distance
method in MEGA7 (Kumar, Stecher & Tamura, 2016) for each alignment. Distance matrices
were also calculated in MEGA7 for each alignment using p-distance. p-distances were used
instead of a model of evolution to avoid over parameterization and over complication of
analysis of very closely related sequences (Collins et al., 2012; Nei & Kumar, 2000).

Calculations of sequence divergence were carried out in DnaSP on [REF] and [PROD]
alignments. Groups were defined according to coarse geographic origin, NJ dendrogram
lineage [REF], or to labeled geographic origin [PROD]. Measures of genetic diversity (Fst)
were calculated using the software Arlequin 3.5 (Excoffier & Lischer, 2010) to test for
significant differences between the populations inhabiting the Mid Atlantic Bight
(MAB: NJ to Cape Hatteras, NC), South Atlantic Bight (SAB: Cape Hatteras, NC to the
Florida Keys), Gulf of Mexico (GMx: Gulf FL to Campeche, Mx), Caribbean (CAR:
Yucatan, Mx to Venezuela; Puerto Rico), and Brazil (BR: Brazilian coast) and between
lineages derived from NJ dendrograms. These population delimitations were chosen based
on broad geographic delineations that have been variously linked to biogeographic
distribution in other marine taxa (Boschi, 2000; Dalyander et al., 2013; Robertson &
Cramer, 2014; Ezer, 2019).

The web service DIVEIN (Deng et al., 2010) was used to identify phylogenetically
informative sites, defined as positions at which there are at least two different character

Table 2 Summary of the number of polymorphic sites (S), haplotype diversity (h), nucleotide diversity (p) and average number of pairwise
differences (k).

Sample region/Lineage Number of polymorphic
sites (S)

Haplotype
diversity (h)

Nucleotide
diversity (p)

Average number of
pairwise differences (k)

Mid-Atlantic Bight 60 0.93 0.43% 2.82

South Atlantic Bight 76 0.97 1.24% 8.16

Gulf of Mexico 77 0.95 0.51% 3.35

Caribbean 47 0.73 0.47% 3.08

Brazil 22 0.63 0.91% 5.97

USA Products 42 0.87 0.40% 2.65

Venezuela Products 27 0.57 0.14% 0.91

Lineage 1 114 0.95 0.45% 2.95

Lineage 2 30 0.69 0.19% 1.27

Lineage 3 3 0.42 0.07% 0.46

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 10/26

http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


states and each of those states occurs in at least two of the sequences, within the [REF] and
[PROD] alignments. These sites were then manipulated in Geneious to determine their
utility as diagnostic character states between the lineages.

The supplementary analysis of 3′ COI sequences from this study, plus those generated
by Rodrigues et al. (2017) (GenBank Popset 1019591405) [3′COI] were aligned and a NJ
dendrogram was built using the same methods described for the reference specimens.
We chose to focus on the more universally comparable barcode region of COI, so
haplotype analyses were not performed on this the 3′COI dataset.

Import and domestic production data for crabmeat
Data on domestic landings and imported processed crabmeat weights (in metric tons)
were acquired from the NOAA National Marine Fisheries Service (NMFS) Office of
Science and Technology, Commercial Fisheries Statistics Landings webpage: https://foss.
nmfs.noaa.gov/apexfoss/f?p=215:200:17318262838662::::: (Downloaded 9/29/17).
Domestic data was acquired from the “Commercial Landings” tab by selecting “Annual
Commercial Landings Statistics,” “Crab, Blue,” year range “2010–2015,” and “All States by
State.” Import data was acquired from the https://www.st.nmfs.noaa.gov/commercial-
fisheries/foreign-trade/applications/annual-product-by-countryassociation. Table values
were set to: trade type “Imports,” year “2000–2017,” product “Crab, Swimming,” and
country/association “All Countries Individually.” Domestic landing and import weights
were not directly comparable as imports are reported as weight of processed crabmeat,
while domestic landings are listed as weights of whole crab.

RESULTS
Reference specimens
For the reference samples [REF], a total of 417 barcode region sequences were successfully
generated. Haplotype assignment of the [REF] alignment yielded 174 haplotypes with
seven haplotypes shared by 10 or more individuals and 134 singleton haplotypes (Table S1;
Supplemental 1). The NJ dendrogram constructed to visualize an alignment of
haplotype exemplars from each population region depicted three distinct lineages (Fig. 4).
The distribution of those lineages is largely, but not exclusively, associated with geographic
origin (Fig. 1). The majority of specimens from the MAB, SAB, and GMx regions
(314/331) group within one clade that we hereafter term Lineage 1 (Table S1; Figs. 1 and 4).
The majority of specimens from the Caribbean region (66/69) form a second clade
identified here as Lineage 2 (Table S1; Figs. 1 and 4). The majority of specimens from
Brazil (13/16) form a third lineage that we termed Lineage 3. DnaSP identified six
fixed nucleotide differences between Lineage 1 and Lineage 2; Lineage 3 had five and seven
fixed differences between Lineages 1 and 2, respectively (Table 1).

When grouped by geography, haplotype diversity (h) ranged from 0.63 to 0.97 and was
highest in the SAB region and lowest in Brazil (Table 2). Nucleotide diversity (p) was highest
in the SAB and lowest in the MAB. Likewise, the average number of pairwise differences
(k) was highest in the SAB and lowest in the MAB (Table 2). When grouped by lineage,
Lineage 1 had the highest haplotype and nucleotide diversities and Lineage 3 the lowest.
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Pairwise Fst values between the major geographic regions was significant (p < 0.01) for
all pairings except MAB/GMx (Fst = -0.001 p = 0.61) (Table 3). The three lineages were all
significantly different from each other (Table 4).

When grouped by lineage in MEGA7, the mean p-distance between Lineage 1 and
Lineage 2 is 3.15%, between Lineages 1 and 3 is 2.55%, and between Lineages 2 and 3 is
1.35%. Within-group mean p-distances were 0.45%, 0.19%, 0.07% for Lineages 1, 2, and 3,
respectively (Table 5). The maximum within-group p-distance for any lineage was 1.70%
(Lineage 1).

Figure 4 Unrooted neighbor-joining dendrogram of haplotype sequences from each collection
region. Unrooted neighbor-joining dendrogram of COI haplotype sequences from throughout the
natural range of Callinectes sapidus showing three lineages: blue, Lineage 1 (predominantly northwestern
Atlantic and Gulf of Mexico); pink, Lineage 2 (predominantly Caribbean region); orange, Lineage 3
(Brazil only). Tip labels are haplotype number and collection region. MAB, Mid-Atlantic Bight; SAB,
South Atlantic Bight; GMx, Gulf of Mexico; CAR, Caribbean region; BR, Brazil.

Full-size DOI: 10.7717/peerj.7827/fig-4
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DIVEIN identified 73 informative sites: six with fixed differences between lineages,
16 sites where nucleotides were complementary between lineages in the majority of
sequences, and 51 sites where nucleotide state was conserved in the majority of sequences
across both lineages (Table 1). These 51 nucleotide positions, when experimentally

Table 3 Pairwise Fst distances and levels of significance (in parentheses) estimated from Callinectes
sapidus barcode region COI haplotypes between geographic areas sampled including GenBank
accessions.

MAB [129] GMx [105] SAB [98] CAR [69] BR [16] US [70]

GMx [105] -0.001 (0.61)

SAB [98] 0.086 (<0.01) 0.073 (<0.01)

CAR [69] 0.859 (<0.01) 0.844 (<0.01) 0.668 (<0.01)

BR [16] 0.767 (<0.01) 0.738 (<0.01) 0.475 (<0.01) 0.657 (<0.01)

USA [70] 0.004 (0.14) 0.001 (0.25) 0.083 (<0.01) 0.864 (<0.01) 0.767 (<0.01)

VEN [70] 0.788 (<0.01) 0.766 (<0.01) 0.607 (<0.01) 0.006 (0.05) 0.447 (<0.01) 0.761 (<0.01)

Notes:
MAB, Mid-Atlantic Bight; SAB, South Atlantic Bight; GMx, Gulf of Mexico; CAR, Caribbean Sea; BR, Brazilian Coast;
USA, Commercial products labeled “Product of USA”; VEN, commercial product labeled “Product of Venezuela.”
Numbers within brackets are sample numbers within each geographic area. Numbers in bold represent non-significant
differences between geographic areas and/or products (a = 0.01).

Table 4 Pairwise Fst distances and levels of significance (in parentheses) estimated from Callinectes
sapidus barcode region COI haplotypes between lineages and commercial crabmeat products.

L1 [321] L2 [83] L3 [13] USA [70]

L2 [83] 0.883 (<0.01)

L3 [13] 0.848 (<0.01) 0.872 (<0.01)

USA [70] 0.004 (<0.09) 0.913 (<0.01) 0.874 (<0.01)

VEN [70] 0.825 (<0.01) 0.005 (<0.01) 0.473 (<0.01) 0.761 (<0.01)

Notes:
USA, Commercial products labeled “Product of USA;” VEN, commercial product labeled “Product of Venezuela.”
Numbers within brackets are sample numbers within each lineage. Numbers in bold represent non-significant Fst
distance (a = 0.01).

Table 5 Between and within group mean, minimum, and maximum p-distances (%) for reference specimens and commercial crab meat
products.

Lineage 1 Major US Producers Product of USA Lineage 2 Zulia, Venezuela Product of Venezuela Lineage 3

Lineage 1 0.45/1.7 0 0 2.74 2.7 2.6 2.3

Major US producers 0.22 0.43/1.68 0 2.7 2.7 2.3 2.3

Product of USA 0.23 0.22 0.44/1.22 2.9 2.9 2.7 2.3

Lineage 2 3.15 2.76 2.78 0.19/1.11 0 0 1.1

Zulia, Venezuela 3.16 3.28 2.75 0.18 1.15/0.46 0 1.2

Product of Venezuela 3.01 2.75 2.77 0.16 0.13 0.14/1.11 1.1

Lineage 3 2.55 2.14 2.15 1.35 1.35 1.33 0.07/0.31

Note:
Between and within group mean, minimum, and maximum p-distances (%) for reference specimens (Lineages 1, 2, and 3); major crab-producing states in the US
(Maryland, Louisiana, Virginia, North Carolina); the major crab producing state in Venezuela (Zulia); commercial crab meat labeled as “Product of USA”; commercial
crab meat labeled as “Product of Venezuela.” Lower triangle, between group mean p-distances; upper triangle, between group minimum p-distances; diagonal,
within-group mean/maximum p-distances.
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removed or modified to “N,” had no impact on our ability to recover the two lineages
(i.e., met the definition of an informative site, but did not contribute to lineage divergence).
However, when the remaining 22 highly bipartite sites were modified to an “N” or
removed, the two lineages were no longer recovered in the NJ dendrogram.

A closer look at barcode region haplotype frequencies shows that the most common
haplotype in Lineage 1 (H34; N = 62) is shared by individuals from the MAB, SAB, GMx,
and BR. A total of 60 of these sequences occurred in the continental US. Furthermore, 67
haplotypes, all of which belong to Lineage 1, were identified in the 127 reference specimens
from the four major C. sapidus-producing US states (LA, MD, VA, NC). The most
abundant haplotype in each of these states is H34.

The most common haplotype in Lineage 2 (H149; N = 46) is shared by individuals from
the SAB, GMx, and CAR regions. This haplotype makes up 55.6% of the sequences from
Zulia, which is the major crab harvesting state of Venezuela.

Lineage 3 is comprised of four haplotypes that only occur in Brazil. The most common
haplotype (H145) was seen in 10 individuals. The remaining three haplotypes are
singletons.

The NJ dendrogram built from the [3′ COI] showed lineage congruence between the
barcode region and 3′ region of COI. Our Lineage 1 defined for the barcode region is
consistent with Lineage 1 defined by Rodrigues et al. (2017) and our Lineage 3 corresponds
to their Lineage 2 (Fig. S1). None of the sequences generated by Rodrigues et al. (2017)
allied with sequences in our Lineage 2. In instances where the barcode region sequence was
not successfully generated, we used the 3′ region sequence to infer lineage (Table S1).

Commercial products
A total of 70 samples each were successfully sequenced from tubs of crabmeat labeled
as “Product of the USA” or “Product of Venezuela.” Sequences of US-labeled products
were assigned by DNAsp to 31 haplotypes with nine shared by two or more individuals.
The Venezuelan-labeled crabmeat sequences were assigned to 24 haplotypes with three
haplotypes shared by two or more individuals. The most common haplotype in US-labeled
products was H34 (N = 25) and in Venezuelan-labeled products it was H149 (N = 45).
All haplotype sequences from tubs labeled as Product of the USA grouped with the top five
most common Lineage 1 haplotypes while all haplotype sequences from tubs labeled as
Product of Venezuela grouped with the five most common haplotypes in Lineage 2 (Fig. 5).

Haplotype diversity was higher in US-labeled crabmeat (h = 0.87) than Venezuelan-
labeled crabmeat (h = 0.57). Nucleotide diversity (p) was higher in the US- than
Venezuelan-labeled products, as was the average number of pairwise differences (Table 2).
DIVEIN analysis identified the same 22 highly dichotomous nucleotide positions observed
in the reference specimen sequences as responsible for the lineage split (Table 1).

Pairwise Fst values between US- and Venezuelan-labeled products were significant
(Table 3). Pairwise values between US-labeled crabmeat and MAB and GMx were not
significant (0.004, p = 0.14; 0.001 p = 0.25). However, significant structure was shown
between US-labeled crabmeat and the SAB, CAR, and BR regions (p = <0.001) (Table 3).
When compared to the lineages described for reference specimens, pairwise Fst values
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between US-labeled products and Lineage 1 were not significant (0.004, p = 0.09) (Table 4).
Pairwise Fst values were not significant between Venezuelan products and the CAR region
(0.006, p = 0.05). Pairwise Fst values were significant between Venezuelan products and
each of the three lineages (Table 4).

Within the [PROD] alignment, all samples from each labeled country of origin fell into
two discrete clades with a between group mean p-distance of 2.77% (Table 5) and a
within-group mean p-distance 0.44% and 0.14%, for USA- and Venezuelan-labeled
products, respectively (Table 5).

In the [TOTAL] alignment, all haplotype sequences from tubs labeled as Product of
the USA grouped with Lineage 1 while all sequences from tubs labeled as Product of
Venezuela grouped with Lineage 2. The dendrogram with individual sequences of both the
reference specimens and products is shown Fig. S2.

Additional commercial and retail products
Samples from additional commercial crabmeat products labeled as originating from
Colombia, Nicaragua, and Turkey (one package each, N = 27 sequences total) were
successfully sequenced but were not used in the full product analyses due to low sample

Figure 5 Unrooted dendrogram of the most common reference specimen haplotypes and each
haplotype observed in samples of commercial products. Unrooted neighbor-joining dendrogram of
the five most common COI haplotypes in the Lineage 1 and 2 and the most common Lineage 3 haplotype
observed in reference specimens aligned with haplotype sequences from commercial Callinectes sapidus
products purchased labeled as either “Product of USA” or “Product of Venezuela” from grocery stores in
Maryland and Virginia. USA, “Product of USA”; VEN, “Product of Venezuela."

Full-size DOI: 10.7717/peerj.7827/fig-5
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numbers. For informational purposes, we constructed a NJ dendrogram of these samples
along with representative references sequences from each lineage (Fig. S3; Table S2).
All sequences (N = 5) from the product labeled as originating from Turkey aligned with
Lineage 1 reference specimens. All sequences (N = 4) from the product labeled as
originating from Nicaragua aligned with reference specimens from Lineage 2. Sequences
from samples labeled as originating from Colombia (N = 10) were identified as two
species, C. sapidus and C. bocourti. All of the C. sapidus sequences from the Colombian
product (N = 4) aligned with reference specimens from Lineage 2 as well as commercial
products from Venezuela.

From the 115 individual lumps of preserved crabmeat reanalyzed from theWarner et al.
(2015) study, only 33 produced usable sequences. Sequences from these samples,
previously determined via BLAST search to be C. sapidus, fell into two groups
distinguished by a between-group mean p-distance of 2.95%. One group (N = 20) allied
with Lineage 1, while the other (N = 13) allied with Lineage 2 (Fig. S4), suggesting that
some of these products, that had already been genetically identified as C. sapidus, were
potentially not of US origin.

DISCUSSION
Genetic diversity in Callinectes sapidus
Callinectes sapidus has been previously shown to have high levels of local genetic diversity
in mitochondrial genes (Feng, Williams & Place, 2017; Williams, Feng & Place, 2017).
This high diversity has confounded attempts to study population dynamics of C. sapidus
across relatively small geographic areas compared to its entire natural range (Rodrigues
et al., 2017; McMillen-Jackson & Bert, 2004; Yednock & Neigel, 2014). However, we
observed that when specimens are sampled from throughout the species’ disjointed
distribution, signals emerge that separate crabs into two significantly different lineages
within distribution area 1 (US to Venezuela), and a third lineage occurring in distribution
area 2 (Brazil to Argentina) (Fig. 1).

The Yucatan peninsula region appears to be a boundary zone between Lineages 1 and 2,
which is consistent with other marine taxa (Robertson & Cramer, 2014). The Cape
Hatteras, NC area, another documented biogeographic boundary established by
near-shore currents flowing north to south from the southern-most region of the MAB
(Boschi, 2000; Epifanio & Garvine, 2001; Reeb & Avise, 1990; Shanks, 1988), also appears to
be a biogeographic boundary in the current study.

Lineage 1 predominated in the MAB, SAB, and GMx whereas Lineage 2 predominated
in the CAR. Similar to the findings by Rodrigues et al. (2017), we observed crabs allied
with Lineage 1 to be geographically widespread but more concentrated in the US Atlantic
coast and Gulf of Mexico. For Example, one reference specimen collected from Venezuela,
one from Yucatan, Mexico, one from Puerto Rico, and three from Brazilian waters
were allied with Lineage 1. We also observed 16 specimens grouping with Lineage 2 in the
SAB. This accounts for the non-significant pairwise Fst values between the SAB and the
MAB and GMx. Finding Lineage 2 specimens in the SAB was not implausible because
natural transport of larvae from the Caribbean Sea is possible via the Gulf Stream and
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other smaller northbound currents flowing close to the coast before veering out to sea at
Cape Hatteras. While elucidating exactly why these patterns exist is beyond the scope of
this study, we concur with Rodrigues et al. (2017) that human mediated transport might
explain the existence of Lineage 1 specimens in areas such as the Brazilian coast where
oceanographic forces are predicted to prevent transport.

Identifying Callinectes sapidus products of non-US origin
Between 2000 and 2016, an average of 42 million pounds of “swimming crab” products
were imported annually into the US, primarily from Indonesia, China, Thailand, the
Philippines, Vietnam, and India. These countries accounted for an average of 87% of total
imports over that period. Of the remaining percentage of swimming crab imports, the
majority (10% of the total) came from Central and South America (NOAA National
Marine Fisheries Service Office of Science and Technology CFS, 2017a). Latin American
countries account for only 10%, on average, of total imports of “Portunidae” crabmeat in
the US, and the Caribbean and Atlantic coasts of Latin American countries are the only
ones with fisheries for C. sapidus within its natural range. Venezuela and Mexico
combined accounted for 81–99% of imported products labeled as either Callinectes or
Portunidae from Latin America between 2000 and 2017 (AVG 93% ± 5%). Typically,
more crabmeat is imported to the US from Mexico than from any other Latin American
country (Fig. 3). Three species of swimming crab comprise the bulk of commercial
crabmeat produced in Mexico: C. bellicosus and C. arcuatus Ordway, 1863 on the Pacific
coast and C. sapidus in the Gulf of Mexico, with the majority of Mexican crabmeat
produced from the two Pacific species (Monterey Bay Aquarium Seafood Watch, 2018).
The majority of C. sapidus harvest in Mexico comes from the states of Veracruz,
Campeche, and Tamaulipas (Monterey Bay Aquarium Seafood Watch, 2018). We predict
that the majority of crabs from these areas would belong to Lineage 1, which current results
show predominates in US waters. Therefore, C. sapidus crabmeat products from Mexico
likely could not be accurately identified as of US or non-US origin based on genetic
analysis using the DNA barcode region. However, because the majority of Mexican exports
are the two Pacific Callinectes species, we consider Venezuela to be the primary source of
imported C. sapidus products into the US at present. Venezuelan exports mainly originate
from the geographically restricted area of Lake Maracaibo in Zulia State (Oesterling &
Petrocci, 1995); all 18 reference specimens from this area belonged to Lineage 2, and had a
between-group mean genetic distance of 3.15% from Lineage 1.

All subsamples from tubs labeled “Product of the USA” were allied with Lineage 1, the
predominant lineage in the reference specimens collected in the continental US (Fig. 5).
Pairwise Fst values between US crabmeat products and Lineage 1 were not significant
(Table 3), thus failing to reject the null that there is no difference between the populations.
However, pairwise Fst values were significant between US crabmeat and Lineages 2 and 3
and the Venezuelan-labeled crabmeat products (Table 3).

All subsamples from Venezuelan-labeled were allied with Lineage 2 and had a mean
p-distance of 0.16% to the reference specimens in that lineage (Table 5). However, pairwise
Fst values between Venezuelan products and Lineage 2 were significant. While H149 was
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the most common haplotype encountered in our Venezuelan reference samples and
commercial products, only four other haplotypes (H151, H156, H158, and H164) were
shared between the two datasets. This may be an artefact of sampling because there are
relatively few reference specimens from Venezuela. While more sampling in the Caribbean
region is required, the informative sites identified for Venezuelan products by DIVEIN are
consistent with Lineage 2.

Pairwise Fst values do not support population structure between MAB and the entire
GMx. We observed 100% of reference specimens from the MAB and USGMx (N = 228) to
align with Lineage 1. Considering that 94% of the total domestic harvest of C. sapidus
currently occurs in the MAB and USGMx, if a commercial product labeled as “Product of
the USA” was found to contain a high percentage of sequences aligning with Lineage 2 or
Lineage 3, that would not be consistent with current US fisheries, would indicate that the
product was potentially not of US origin, and would warrant further investigation.

In contrast, Pairwise Fst values between SAB and MAB or SAB and GMx are significant,
indicating that there are substantial differences between these populations. This is
undoubtedly due to that fact that in reference specimens from the SAB (N = 98), ~84%
aligned with Lineage 1 and ~16% aligned with Lineage 2. With respect to commercial
production in North Carolina, more than 90% of harvest takes place in the Albemarle and
Pamlico Sounds (North Carolina Environmental Quality, 2018), the latter of which spans
the MAB/SAB divide. All seven of our specimens from North Carolina were collected
from approximately 100 miles south of the MAB/SAB divide and all allied with Lineage 1.
While the lineage distribution pattern we observed here indicates that Lineage 2 crabs
are unlikely to occur in the MAB region of NC, much more sampling is needed from the
entire NC coast to more fully understand lineage distribution. The other three states within
the SAB accounted for only 6% of the total domestic harvest between 2010 and 2015
(Fig. 2). If domestic production in the SAB increases in the future, the utility of the DNA
barcode for identifying geographic origin will need to be re-evaluated.

It should be noted that products from Puerto Rico, as a US territory, are allowed to be
labeled as “Products of the USA.” Taking into account that 21/22 sequences from reference
C. sapidus collected in Puerto Rico belonged to Lineage 2, the barcode region of COI would
not be useful for determining the US vs non-US origin of this product. According to a
survey of Puerto Rican fisheries (Matos-Caraballo, 2012), commercial harvest of
swimming crabs is negligible at present. If this changes in the future, or if there is a need to
distinguish crabmeat imported from Venezuela from crabmeat harvested locally in Puerto
Rico, alternative methods for identification of product origin will need to be assessed.

Latin American countries such as Brazil, Chile, Colombia, Ecuador, Guatemala,
Nicaragua, Panama, and Peru have contributed only a small portion of Callinectes/
Portunidae imports over the past 17 years (NOAANational Marine Fisheries Service Office of
Science and Technology CFS, 2017b). During the course of this study, we only encountered
two Latin American C. sapidus products at retail not from Venezuela: one each from
Nicaragua and Colombia. Callinectes sapidus sequences from these products were all
congruent with Lineage 2 (Fig. S3). Interestingly, the product of Colombian origin, labeled as
“blue crab (C. sapidus),” also contained the sympatric congener C. bocourti (Fig. S3).
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One package of frozen crabs labeled as “Product of Turkey,” that was not yet
commercially available in the US was acquired directly from the distributor at a seafood
trade show in 2016. The five specimens shared one haplotype (H179) that is allied with
Lineage 1 (Table S2). Interestingly, this haplotype is not found in our reference specimens
but was found in two US-labeled crabmeat products (Table S2). At present, the utility of
the DNA barcode for determining geographic origin of C. sapidus from outside of its
natural range is unknown and would require extensive sampling of the introduced
populations.

Regulatory considerations
The FDA and the NMFS both have the regulatory authority to investigate and interdict on
cases of seafood fraud. The NMFS Office of Law Enforcement is responsible for
investigating potential violations of the Lacey Act of 1900 16 U.S.C. § 3371-3378 (2017).
In particular, the Lacey Act of 1900; False Labeling Offenses 16 U.S.C. § 3372(d) (2017)
prohibits, among other things, making or submitting a false record, account, or label for
fish or wildlife that has been or is intended to be transported in interstate or foreign
commerce.

The FDA first issued Compliance Policy Guide § 540.300 (1977) Crabmeat – Product
Name in 1977 which stated, “Product labeled as “crabmeat,” from domestic sources,
without qualification, are generally accepted to have been derived from the blue crab, C.
sapidus.” In 1996, CPG 7108.04 was revoked and replaced with CPG 7108.26 Common or
Usual Names for Seafood in Interstate Commerce (Compliance Policy Guide § 540.750,
1996), which announced FDA’s intent to use a document known as “The Seafood List” as
the primary guidance for the selection of acceptable market names for seafood products
(Food and Drug Administration, 2018). At present, The Seafood List contains 13 species of
portunioid crab that are commonly used in the production of crabmeat around the world.
Only C. sapidus has the acceptable market name of “blue crab.” Other commonly
harvested species of Callinectes and Portunus, as well as O. punctatus (De Haan, 1833) and
Scylla serrata (Forskål, 1775), have the acceptable market name of “swimming crab.”
Furthermore, Section 403(a)(1) of the Federal Food Drug and Cosmetic Act (2018) states
that a food shall be deemed misbranded if its labeling is false or misleading in any particular.
An example of how a market name may be false or misleading is by indicating a
geographical origin that is not truthful. Geographical designations used as part of a market
name should truthfully represent the geographic origin of the species (Misbranding of
Food 21 CFR § 101.18(c), 2017), or otherwise conform to the provisions ofMisbranding of
Food 21 CFR § 101.18(c)(4) (2017). Therefore, it is potentially a violation of both the Food
Drug and Cosmetic and Lacey Acts when crabmeat is not correctly identified on its label or
in its labeling.

CONCLUSIONS AND FUTURE DIRECTIONS
Based on our sequence data from reference specimens with known collection locations, we
propose that the US vs. non-US origin of C. sapidus crabmeat products, with some
exceptions, may be inferred by considering the lineage composition of product
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subsamples sequenced for the DNA barcode region of COI. As pointed out by Ogden &
Linacre (2015), geographic assignment techniques are not universal and often must be
considered specific to both a single species and a defined investigative question. Therefore,
the usefulness of COI in determining geographic origin of crabmeat may not carry
over to other genera, species, or regulatory frameworks. In the present case, evolutionary
factors have led to high haplotype diversity but detectable, consistent sequence divergence
in the DNA barcode region between MAB, SAB, GMx, Caribbean, and Brazilian
populations. The consistency of sequence divergence illustrates the utility of the DNA
barcode region for implying the US or non-US origin of commercial C. sapidus products.
However, due to the observed lineage overlaps, likely from ocean currents and/or
human mediated transport, there are limitations to delimiting crabmeat from regions such
as the SAB, Gulf coast of Mexico, or domestic harvest in Puerto Rico or other Caribbean
US territories. If production or importation of C. sapidus from these regions increases in
the future, alternative genetic methods will be required to verify product origin.

The RAD/GBS method utilized by Plough (2017) showed promise in refining region of
origin determination even further. Although sample numbers were small, Plough (2017)
found a distinction between MAB and USGMx samples. This RAD/GBS method could be
applied to identifying C. sapidus of Mexican gulf coast or Puerto Rican origin and might
also be useful in other taxa where country of origin is a pressing regulatory concern.

ACKNOWLEDGEMENTS
We would like to thank NOAA National Marine Fisheries Service Office of Law
Enforcement Special Agents; M. Goodison (Smithsonian Environmental Research Center);
M. Seebo (Virginia Institute of Marine Science); S. Czwartaski (South Carolina
Department of Natural Resources); N. Moore (Folly Beach, SC); J. Rivera (NMFS Habitat
Conservation Division); L. Aquino, B. Bybee, O. Galarza, and L. Tito (Department of
Homeland Security); C. McVay and D. Millet (US Department of State); E. Weil
(University of Puerto Rico, Mayaguez); and M. Dunks (Texas Parks and Wildlife Coastal
Fisheries Division) for collection of reference specimens. J. Carter and T. Knott (NOAA
NWFSC) helped with collection logistics and organizing transfer of specimens from
NOAA to FDA, and L. Park (NOAA NWFSC) assisted with manuscript review. We also
thank D. Felder, E. Schott, and M. Tavares for kindly gifting tissues and loaning specimens
for this study. Cataloging of specimens into the Crustacea Collections at the National
Museum of Natural History, Smithsonian Institution (USNM) was facilitated by
R. Lemaitre, B. Moser, K. Reed, C. Wickel, and G. Keel. We also thank L. Weigt, J. Hunt
and J. Madera of the Laboratories of Analytical Biology at USNM for lab space and
technical support for molecular work. Finally, we thank three reviewers who provided
thoughtful and constructive reviews that greatly improved this manuscript.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
The authors received no funding for this work.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 20/26

http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Competing Interests
The authors declare that they have no competing interests.

Author Contributions
� Amanda M. Windsor conceived and designed the experiments, performed the
experiments, analyzed the data, contributed reagents/materials/analysis tools, prepared
figures and/or tables, authored or reviewed drafts of the paper, approved the final draft.

� M. Katherine Moore performed the experiments, contributed reagents/materials/
analysis tools, authored or reviewed drafts of the paper, approved the final draft.

� Kimberly A. Warner contributed reagents/materials/analysis tools, authored or reviewed
drafts of the paper, approved the final draft, provided additional specimens.

� Sarah R. Stadig performed the experiments, contributed reagents/materials/analysis
tools, authored or reviewed drafts of the paper, approved the final draft, preformed
preliminary PCR optimization.

� Jonathan R. Deeds conceived and designed the experiments, contributed reagents/
materials/analysis tools, prepared figures and/or tables, authored or reviewed drafts of
the paper, approved the final draft.

DNA Deposition
The following information was supplied regarding the deposition of DNA sequences:

All sequences are available in GenBank (NCBI): Bioproject PRJNA554071 and
MG462242–MG462696; MG515495–MG515527; MH062454–MH062672; MH985860–
MH985991; and MH985992–MH986002.

Data Availability
The following information was supplied regarding data availability:

The raw haplotype data are available in File S1. These data show which specimens
belonged to each haplotype. Specimen details, including collection location, collection
year, lineage, haplotype, and GenBank accession numbers are available in Tables S1
and S2. An alignment of the sequence data obtained during an investigation into crabmeat
substitution is available in File S2.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.7827#supplemental-information.

REFERENCES
Benabdi M, Belmahi AE, Grimes S. 2019. First record of the Atlantic blue crab Callinectes sapidus

Rathbun, 1896 (Decapoda: Brachyura: Portunidae) in Algerian coastal waters (southwestern
Mediterranean). BioInvasions Records 8(1):119–122 DOI 10.3391/bir.2019.8.1.13.

Boschi EE. 2000. Species of Decapod Crustaceans and their distribution in the American marine
zoogeographic provinces. Revista de Investigación y Desarrollo Pesquero 13:7–136.

Castejón D, Guerao G. 2013. A new record of the American blue crab, Callinectes sapidus
Rathbun, 1896 (Decapoda: Brachyura: Portunidae), from the Mediterranean coast of the Iberian
Peninsula. BioInvasions Records 2(2):141–143 DOI 10.3391/bir.2013.2.2.08.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 21/26

http://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA554071
http://www.ncbi.nlm.nih.gov/nuccore/MG462242
http://www.ncbi.nlm.nih.gov/nuccore/MG462696
http://www.ncbi.nlm.nih.gov/nuccore/MG515495
http://www.ncbi.nlm.nih.gov/nuccore/MG515527
http://www.ncbi.nlm.nih.gov/nuccore/MH062454
http://www.ncbi.nlm.nih.gov/nuccore/MH062672
http://www.ncbi.nlm.nih.gov/nuccore/MH985860
http://www.ncbi.nlm.nih.gov/nuccore/MH985991
http://www.ncbi.nlm.nih.gov/nuccore/MH985992
http://www.ncbi.nlm.nih.gov/nuccore/MH986002
http://dx.doi.org/10.7717/peerj.7827/supp-6
http://dx.doi.org/10.7717/peerj.7827/supp-5
http://dx.doi.org/10.7717/peerj.7827/supp-5
http://dx.doi.org/10.7717/peerj.7827/supp-7
http://dx.doi.org/10.7717/peerj.7827#supplemental-information
http://dx.doi.org/10.7717/peerj.7827#supplemental-information
http://dx.doi.org/10.3391/bir.2019.8.1.13
http://dx.doi.org/10.3391/bir.2013.2.2.08
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Collins RA, Boykin LM, Cruickshank RH, Armstrong KF. 2012. Barcoding’s next top model: an
evaluation of nucleotide substitution models for specimen identification.Methods in Ecology and
Evolution 3(3):457–465 DOI 10.1111/j.2041-210X.2011.00176.x.

Compliance Policy Guide § 540.300. 1977. Crabmeat—Product Name (Revoked 8/23/96).
Available at https://www.mlmlaw.com/library/guides/fda/compguides/cpg5_5.html (accessed
7 October 2019).

Compliance Policy Guide § 540.750. 1996. Common or Usual Names for Seafood in Interstate
Commerce (Cpg 7108.26). Available at https://www.fda.gov/regulatory-information/search-fda-
guidance-documents/cpg-sec-540750-common-or-usual-names-seafood-interstate-commerce.

Costa FO, deWaard JR, Boutillier J, Ratnasingham S, Dooh RT, Hajibabaei M, Hebert PDN.
2007. Biological identifications through DNA barcodes: the case of the Crustacea. Canadian
Journal of Fisheries and Aquatic Sciences 64(2):272–295 DOI 10.1139/f07-008.

Dalyander PS, Butman B, Sherwood CR, Signell RP, Wilkin JL. 2013. Characterizing wave- and
current- induced bottom shear stress: U.S. middle Atlantic Continental Shelf. Continental Shelf
Research 52:73–86 DOI 10.1016/j.csr.2012.10.012.

Deeds JR, Handy SM, Fry F Jr, Granade H, Williams JT, Powers M, Shipp R, Weigt LA. 2014.
Protocol for building a reference standard sequence library for DNA-based seafood
identification. Journal of AOAC International 97(6):1626–1633 DOI 10.5740/jaoacint.14-111.

De Haan W. 1833–1850. Crustacea. In: Siebold PFv, ed. Fauna Japonica Sive Descriptio
Animalium, Quae in Itinere Per Japoniam, Jussu Et Auspiciis Superiorum, Qui Summum in India
Batava Imperium Tenent, Suscepto, Annis 1823–1830 Collegit, Noitis, Observationibus Et
Adumbrationibus Illustravit. Leiden: Lugduni-Batavorum. i–xvii, i–xxxi, ix–xvi, 1–243.

Deng W, Maust BS, Nickle DC, Learn GH, Liu Y, Heath L, Kosakovsky Pond SL, Mullins JI.
2010. Divein: a web server to analyze phylogenies, sequence divergence, diversity, and
informative sites. BioTechniques 48(5):405–408 DOI 10.2144/000113370.

Dos Santos CRM, D’Inaco F. 2004. Crustáceos no cerrito Ariano Souza, Rio Grande, Rio Grande
do Sul e distribuição de Callinectes sapidus (Brachyura, Portunidae). Iheringia, Série Zoologia
94(1):73–76 DOI 10.1590/S0073-47212004000100013.

Dudoit A, Iacchei M, Coleman RR, Gaither MR, Browne WE, Bowen BW, Toonen RJ. 2018.
The little shrimp that could: phylogeography of the circumtropical Stenopus hispidus (Crustacea:
Decapoda), reveals divergent Atlantic and Pacific lineages. PeerJ 6(1):e4409
DOI 10.7717/peerj.4409.

Dulčić J, Tutman P, Matić-Skoko S, Blamuzina B. 2011. Six years from first record to population
establishment: the case of the blue crab, Callinectes sapidus Rathbun, 1896 (Brachyura,
Portunidae) in the Neretva River Delta (South-Eastern Adriatic Sea, Croatia). Crustaceana
84(10):1211–1220 DOI 10.1163/156854011X587478.

Eischeid AC, Stadig SR, Handy SM, Fry FS, Deeds J. 2016. Optimization and evaluation of a
method for the generation of DNA barcodes for the identification of crustaceans. LWT-Food
Science and Technology 73:357–367 DOI 10.1016/j.lwt.2016.06.033.

Eldredge LG. 1995. Records of the Hawaii Biological Survey for 1994 Part 2: Notes. BishopMuseum
Occasional Papers 42:1–68.

Epifanio CE, Garvine RW. 2001. Larval transport on the Atlantic Continental Shelf of North
America: a review. Estuarine, Coastal and Shelf Science 52(1):51–77
DOI 10.1006/ecss.2000.0727.

Excoffier L, Lischer HEL. 2010. Arlequin suite ver 3.5: a new series of programs to perform
population genetics analyses under Linux and Windows. Molecular Ecology Resources
10(3):564–567 DOI 10.1111/j.1755-0998.2010.02847.x.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 22/26

http://dx.doi.org/10.1111/j.2041-210X.2011.00176.x
https://www.mlmlaw.com/library/guides/fda/compguides/cpg5_5.html
https://www.fda.gov/regulatory-information/search-fda-guidance-documents/cpg-sec-540750-common-or-usual-names-seafood-interstate-commerce
https://www.fda.gov/regulatory-information/search-fda-guidance-documents/cpg-sec-540750-common-or-usual-names-seafood-interstate-commerce
http://dx.doi.org/10.1139/f07-008
http://dx.doi.org/10.1016/j.csr.2012.10.012
http://dx.doi.org/10.5740/jaoacint.14-111
http://dx.doi.org/10.2144/000113370
http://dx.doi.org/10.1590/S0073-47212004000100013
http://dx.doi.org/10.7717/peerj.4409
http://dx.doi.org/10.1163/156854011X587478
http://dx.doi.org/10.1016/j.lwt.2016.06.033
http://dx.doi.org/10.1006/ecss.2000.0727
http://dx.doi.org/10.1111/j.1755-0998.2010.02847.x
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Ezer T. 2019. Regional differences in sea level rise between the Mid‐Atlantic Bight and the South
Atlantic Bight: is the Gulf stream to blame? Earth’s future. [Epub ahead of print 25 June 2019]
DOI 10.1029/2019ef001174.

Fabricius JC. 1798. Supplementum entomologiae systematicae. Hafniae: Proft et Storch.

Feng X. 2009. The mitochondrial genome of the blue crab (Callinectes sapidus), an informative
genetic marker for the evolutionary biology and population genetics of the species. Doctoral
dissertation, University of Maryland.

Feng X, Williams EP, Place AR. 2017. High genetic diversity and implications for determining
population structure in the blue crab Callinectes sapidus. Journal of Shellfish Research
36(1):231–242 DOI 10.2983/035.036.0126.

Folmer O, Black M, Hoeh W, Lutz R, Vrijenhoek R. 1994. DNA primers for amplification of
mitochondrial cytochrome c oxidase subunit I from diverse metazoan invertebrates. Molecular
Marine Biology and Biotechnology 3:294–299.

Food and Drug Administration. 2017. Reference standard sequence library (RSSL) for seafood
identification. Available at https://www.accessdata.fda.gov/scripts/fdcc/?set=seafood_barcode_data
(accessed 7 May 2017).

Food and Drug Administration. 2018. The seafood list: Fda guide to acceptable market names for
food fish sold in interstate commerce. Available at https://www.accessdata.fda.gov/scripts/fdcc/?
set=seafoodlist (accessed 1 October 2019).

Food Drug and Cosmetic Act. 2018. Misbranding Food. §403 (a)(1). Available at https://uscode.
house.gov/view.xhtml?req=granuleid:USC-prelim-title21-section343&num=0&edition=prelim
(accessed 7 October 2019).

Forskål P. 1775. Descriptiones Animalium Avium, Amphibiorum, Piscium, Insectorum, Vermium;
Quæ in Itinere Orientali Observavit Petrus Forskål. Hauniæ (=Copenhagen): Mölleri.

Fratini S, Vannini M. 2002. Genetic differentiation in the mud crab Scylla serata (Decapoda:
Portunidae) within the Indian Ocean. Journal of Experimental Marine Biology and Ecology
272(1):103–116 DOI 10.1016/s0022-0981(02)00052-7.

Galil BS. 2008. Alien species in the Mediterranean Sea—which, when, where, why? Hydrobiologia
606(1):105–116 DOI 10.1007/s10750-008-9342-z.

Geller J, Meyer C, Parker M, Hawk H. 2013. Redesign of PCR primers for mitochondrial
cytochrome c oxidase subunit I for marine invertebrates and application in all-taxa biotic
surveys. Molecular Ecology Resources 13(5):851–861 DOI 10.1111/1755-0998.12138.

Handy SM, Deeds JR, Ivanova NV, Herbert PDN, Hanner RH, Ormos A, Weigt LA,
Moore MM, Yancy HF. 2011. A single-laboratory validated method for the generation of DNA
barcodes for the identification of fish for regulatory compliance. Journal of AOAC International
94(1):201–210.

Hebert PD, Cywinska A, Ball SL, deWaard JR. 2003. Biological identifications through DNA
barcodes. Proceedings of the Royal Society of London Series B: Biological Sciences
270(1512):313–321 DOI 10.1098/rspb.2002.2218.

Johnson DS. 2015. The savory swimmer swims north: a northern range extension of the blue crab
Callinectes sapidus? Journal of Crustacean Biology 35(1):105–110
DOI 10.1163/1937240X-00002293.

Katoh K, Standley DM. 2013. MAFFT multiple sequence alignment software version 7:
improvements in performance and usability. Molecular Biology and Evolution 30(4):772–780
DOI 10.1093/molbev/mst010.

Keskin E, Atar HH. 2013. DNA barcoding commercially important aquatic invertebrates of
Turkey. Mitochondrial DNA 24(4):440–450 DOI 10.3109/19401736.2012.762576.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 23/26

http://dx.doi.org/10.1029/2019ef001174
http://dx.doi.org/10.2983/035.036.0126
https://www.accessdata.fda.gov/scripts/fdcc/?set=seafood_barcode_data
https://www.accessdata.fda.gov/scripts/fdcc/?set=seafoodlist
https://www.accessdata.fda.gov/scripts/fdcc/?set=seafoodlist
https://uscode.house.gov/view.xhtml?req=granuleid:USC-prelim-title21-section343&num=0&edition=prelim
https://uscode.house.gov/view.xhtml?req=granuleid:USC-prelim-title21-section343&num=0&edition=prelim
http://dx.doi.org/10.1016/s0022-0981(02)00052-7
http://dx.doi.org/10.1007/s10750-008-9342-z
http://dx.doi.org/10.1111/1755-0998.12138
http://dx.doi.org/10.1098/rspb.2002.2218
http://dx.doi.org/10.1163/1937240X-00002293
http://dx.doi.org/10.1093/molbev/mst010
http://dx.doi.org/10.3109/19401736.2012.762576
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Kevrekidis K, Antoniadou C. 2018. Abundance and population structure of the blue crab
Callinectes sapidus (Decapoda, Portunidae) in Thermaikos Gulf (Methoni Bay), northern
Aegean Sea. Crustaceana 91(6):641–657 DOI 10.1163/15685403-00003795.

Khamnamtong B, Klinbunga S, Menasveta P. 2009. Genetic diversity and geographic
differentiation of the giant tiger shrimp (Penaeus monodon) in Thailand analyzed by
mitochondrial COI sequences. Biochemical Genetics 47(1–2):42–55
DOI 10.1007/s10528-008-9205-3.

Kordos LM, Burton RS. 1993. Genetic differentiation of Texas Gulf Coast populations of the blue
crab Callinectes sapidus. Marine Biology 117(2):227–233 DOI 10.1007/BF00345667.

Kumar S, Stecher G, Tamura K. 2016. MEGA7: molecular evolutionary genetics analysis version
7.0 for bigger datasets. Molecular Biology and Evolution 33(7):1870–1874
DOI 10.1093/molbev/msw054.

Lacey Act of 1900; False Labeling Offenses 16 U.S.C. § 3372(d). 2017. Available at https://www.
fws.gov/le/pdffiles/Lacey.pdf (accessed 7 October 2019).

Lacey Act of 1900 16 U.S.C. § 3371-3378. 2017. Available at https://www.fws.gov/le/pdffiles/Lacey.
pdf (accessed 7 October 2019).

Librado P, Rozas J. 2009.DnaSP v5: a software for comprehensive analysis of DNA polymorphism
data. Bioinformatics 25(11):1451–1452 DOI 10.1093/bioinformatics/btp187.

Matos-Caraballo D. 2012. Puerto Rico/NMFS Cooperative Fisheries Statistics Program April
2007–September 2012 NA07NMF4340039. Available at https://estadisticas.pr/files/Inventario/
publicaciones/DRNA_CommercialFisheriesStatistics_2007-2011_0.pdf.

McMillen-Jackson AL, Bert TM. 2004. Mitochondrial DNA variation and population genetic
structure of the blue crab Callinectes sapidus in the eastern United States. Marine Biology
145(1):769–777 DOI 10.1007/s00227-004-1353-3.

Misbranding of Food 21 CFR § 101.18(c)(4). 2017. Available at https://www.accessdata.fda.gov/
scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18 (accessed 4 October 2019).

Misbranding of Food 21 CFR § 101.18(c). 2017. Available at https://www.accessdata.fda.gov/
scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18 (accessed 4 October 2019).

Monterey Bay Aquarium Seafood Watch. 2018. Monterey Bay aquarium seafood watch: cortez
swimming crab (Callinectes bellicosus), arched swimming crab (Callinectes arcuatus), blue crab
(Callinectes sapidus), Mexico/Pacific, Mexico/Gulf of Mexico. Available at https://seafood.ocean.
org/wp-content/uploads/2018/01/MBA_SeafoodWatch_ArchedSwimmingCrab_Report.pdf
(accessed 24 October 2019).

Nehring S. 2011. Invasion history and success of the American blue crab Callinectes sapidus in
European and adjacent waters. In: Galil BS, Clark PF, Carlton JT, eds.Wrong Place-Alien Marine
Crustaceans: Distribution, Biology and Impacts. Netherlands: Springer, 607–624.

Nei M, Kumar S. 2000.Molecular evolution and phylogenetics. New York: Oxford University Press.

NOAA National Marine Fisheries Service Office of Science and Technology CFS. 2017a.
Available at https://foss.nmfs.noaa.gov/apexfoss/f?p=215:200:12743162698544::::: (accessed 23
October 2019).

NOAA National Marine Fisheries Service Office of Science and Technology CFS. 2017b.
Available at https://www.st.nmfs.noaa.gov/commercial-fisheries/foreign-trade/applications/
annual-product-by-countryassociation (accessed 24 October 2019).

North Carolina Environmental Quality. 2018. Blue Crab. Callinectes sapidus. Available at http://
portal.ncdenr.org/web/mf/blue-crab (accessed 23 October 2019).

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 24/26

http://dx.doi.org/10.1163/15685403-00003795
http://dx.doi.org/10.1007/s10528-008-9205-3
http://dx.doi.org/10.1007/BF00345667
http://dx.doi.org/10.1093/molbev/msw054
https://www.fws.gov/le/pdffiles/Lacey.pdf
https://www.fws.gov/le/pdffiles/Lacey.pdf
https://www.fws.gov/le/pdffiles/Lacey.pdf
https://www.fws.gov/le/pdffiles/Lacey.pdf
http://dx.doi.org/10.1093/bioinformatics/btp187
https://estadisticas.pr/files/Inventario/publicaciones/DRNA_CommercialFisheriesStatistics_2007-2011_0.pdf
https://estadisticas.pr/files/Inventario/publicaciones/DRNA_CommercialFisheriesStatistics_2007-2011_0.pdf
http://dx.doi.org/10.1007/s00227-004-1353-3
https://www.accessdata.fda.gov/scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18
https://www.accessdata.fda.gov/scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18
https://www.accessdata.fda.gov/scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18
https://www.accessdata.fda.gov/scripts/cdrh/cfdocs/cfcfr/CFRSearch.cfm?fr=101.18
https://seafood.ocean.org/wp-content/uploads/2018/01/MBA_SeafoodWatch_ArchedSwimmingCrab_Report.pdf
https://seafood.ocean.org/wp-content/uploads/2018/01/MBA_SeafoodWatch_ArchedSwimmingCrab_Report.pdf
https://foss.nmfs.noaa.gov/apexfoss/f?p=215:200:12743162698544:::::
https://www.st.nmfs.noaa.gov/commercial-fisheries/foreign-trade/applications/annual-product-by-countryassociation
https://www.st.nmfs.noaa.gov/commercial-fisheries/foreign-trade/applications/annual-product-by-countryassociation
http://portal.ncdenr.org/web/mf/blue-crab
http://portal.ncdenr.org/web/mf/blue-crab
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Oesterling MJ, Petrocci C. 1995. The crab industry in Venezuela, Ecuador, and Mexico. College
Park: Virginia Sea Grant Marine Advisory Program Maryland Sea Grant Extension Program.

Ogden R, Linacre A. 2015. Wildlife forensic science: a review of genetic geographic origin
assignment. Forensic Science International: Genetics 18:152–159
DOI 10.1016/j.fsigen.2015.02.008.

Palumbi SR, Benzie J. 1991. Large mitochondrial DNA differences between morphologically
similar penaeid shrimp. Molecular Marine Biology and Biotechnology 1:27–34.

Perdikaris C, Konstantinidis E, Gouva E, Ergolavou A, Klaoudatos D, Nathanilides C,
Paschos I. 2015. Occurrence of the invasive crab species Callinectes sapidus Rathbun, 1896 in
Nw Greece.Walailak Journal of Science and Technology 13:503–510 DOI 10.14456/vol13iss4pp.

Pfeiler E, Hurtado LA, Knowles LL, Torre-Cosío J, Bourillón-Moreno L, Marquez-Farías JF,
Montemayor-López G. 2005. Population genetics of the swimming crab Callinectes bellicosus
(Brachyura: Portunidae) from the Eastern Pacific Ocean. Marine Biology 146(3):559–569
DOI 10.1007/s00227-004-1463-y.

Piras P, Esposito G, Meloni D. 2019. On the occurrence of the blue crab Callinectes sapidus
(Rathbun, 1896) in Sardinian coastal habitats (Italy): a present threat or a future resource for the
regional fishery sector? BioInvasions Records 8(1):134–141 DOI 10.3391/bir.2019.8.1.15.

Place AR, Plough LV. 2017. The genetic enablement of the blue crab Callinectes sapidus. Journal of
Shellfish Research 36(1):227–229 DOI 10.2983/035.036.0125.

Plough LV. 2017. Population genomic analysis of the blue crab Callinectes sapidus using
genotyping-by-sequencing. Journal of Shellfish Research 36(1):249–261
DOI 10.2983/035.036.0128.

Presidential Task Force on Combating Illegal Unreported and Unregulated (IUU) Fishing and
Seafood Fraud Action Plan. 2014. 80 Federal Register 66867.

Rathbun MJ. 1930. The cancroid crabs of America of the families Euryalidae, Portunidae,
Atelecyclidae, Cancridae, and Xanthidae. Bulletin of the United States National Museum
152:1–609.

Raupach MJ, Bininda-Emonds ORP, Knebelsberger T, Laakmann S, Pfaender J, Leese F. 2014.
Phylogeographical analysis of Ligia oceanica (Crustacea: Isopoda) reveals two deeply divergent
mitochondrial lineages. Biological Journal of the Linnean Society 112(1):16–30
DOI 10.1111/bij.12254.

Reeb CA, Avise JC. 1990. A genetic discontinuity in a continuoulsy distributed species:
mitochondrial DNA in the American Oyster, Crassostrea virginica. Genetics 124:397–406.

Robertson DR, Cramer KL. 2014. Defining and dividing the Greater Caribbean: insights from the
biogeography of shorefishes. PLOS ONE 9:e102918 DOI 10.1371/journal.pone.0102918.

Rodrigues MA, Dumont LFC, Dos Santos CRM, D’Incao F, Weiss S, Froufe E. 2017. Two
distinct mtDNA lineages of the blue crab reveal large-scale population structure in its native
Atlantic distribution. Estuarine, Coastal and Shelf Science 197:45–53
DOI 10.1016/j.ecss.2017.08.004.

Shamblin BM, Bolten AB, Abreu-Grobois FA, Bjorndal KA, Cardona L, Carreras C, Clusa M,
Monzón-Argüello C, Narin CJ, Nielsen JT, Nel R, Soares LS, Stewart KR, Vilaça ST,
Türkozan O, Yilmaz C, Dutton PH. 2014.Geographic patterns of genetic variation in a broadly
distributed marine vertebrate: new insights into loggerhead turtle stock structure from expanded
mitochondrial DNA sequences. PLOS ONE 9(2):e89596 DOI 10.1371/journal.pone.0089596.

Shanks AL. 1988. Further support for the hypothesis that internal waves can cause shoreward
transport of larval invertebrates and fish. Fisheries Bulletin 86:703–714.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 25/26

http://dx.doi.org/10.1016/j.fsigen.2015.02.008
http://dx.doi.org/10.14456/vol13iss4pp
http://dx.doi.org/10.1007/s00227-004-1463-y
http://dx.doi.org/10.3391/bir.2019.8.1.15
http://dx.doi.org/10.2983/035.036.0125
http://dx.doi.org/10.2983/035.036.0128
http://dx.doi.org/10.1111/bij.12254
http://dx.doi.org/10.1371/journal.pone.0102918
http://dx.doi.org/10.1016/j.ecss.2017.08.004
http://dx.doi.org/10.1371/journal.pone.0089596
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/


Snovsky Z, Galil B. 1990. The occurrence of the American blue crab, Callinectes sapidus Rathbun,
in the Sea of Galilee. Israeli Journal of Aquaculture 42:62–63.

Tominaga K, Watanae K, Kakioka R, Mori S, Jeon S-R. 2009. Two highly divergent
mitochondrial DNA lineages within Pseudogobio esocinus populations in central Honshu, Japan.
Ichthyological Research 56(2):195–199 DOI 10.1007/s10228-008-0071-0.

Van Montfrans J, Ryer CH, Orth RJ. 1991. Population dynamics of blue crabs Callinectes sapidus
Rathbun in a lower Chesapeake Bay tidal marsh creek. Journal of Experimental Marine Biology
and Ecology 153(1):1–14 DOI 10.1016/S0022-0981(05)80002-4.

Vasconcelos P, Carvalho AN, Piló D, Pereira F, Encarnação J, Gaspar MB, Teodósio MA. 2019.
Recent and consecutive records of the Atlantic blue crab (Callinectes sapidus Rathbun, 1896):
rapid westward expansion and confirmed establishment along the Southern Coast of Portugal.
Thalassas: An International Journal of Marine Sciences 35(2):485–494
DOI 10.1007/s41208-019-00163-1.

Warner K, Lowell B, Disla C, Ortenzi K, Savits J, Hirshfield M. 2015. Oceana reveals mislabeling
of iconic Chesapeake blue crab. Available at https://usa.oceana.org/sites/default/files/crab_
testing_report_final_3.27.15.pdf (accessed 4 October 2019).

Williams AB. 1974. The swimming crabs of the genus Callinectes (Decapoda: Portunidae). Fishery
Bulletin 72:685–798.

Williams AB. 1984. Shrimps, lobsters, and crabs of the Atlantic coast of the Eastern United States,
Maine to Florida. Washington, D.C.: Smithsonian Institution Press.

Williams EP, Feng X, Place AR. 2017. Extensive heteroplasmy and evidence for fragmentation in
the Callinectes sapidus mitochondrial genome. Journal of Shellfish Research 36(1):263–272
DOI 10.2983/035.036.0129.

Yednock BK, Neigel JE. 2014. An investigation of genetic population structure in blue crabs,
Callinectes sapidus, using nuclear gene sequences. Marine Biology 161(4):871–886
DOI 10.1007/s00227-013-2387-1.

Windsor et al. (2019), PeerJ, DOI 10.7717/peerj.7827 26/26

http://dx.doi.org/10.1007/s10228-008-0071-0
http://dx.doi.org/10.1016/S0022-0981(05)80002-4
http://dx.doi.org/10.1007/s41208-019-00163-1
https://usa.oceana.org/sites/default/files/crab_testing_report_final_3.27.15.pdf
https://usa.oceana.org/sites/default/files/crab_testing_report_final_3.27.15.pdf
http://dx.doi.org/10.2983/035.036.0129
http://dx.doi.org/10.1007/s00227-013-2387-1
http://dx.doi.org/10.7717/peerj.7827
https://peerj.com/

	Evaluation of variation within the barcode region of Cytochrome c Oxidase I (COI) for the detection of commercial Callinectes sapidus Rathbun, 1896 (blue crab) products of non-US origin ...
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusions and future directions
	flink6
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


