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Cephalopods are a taxonomic group that contains a great number of families, genera and species,
with many of them very important at the commercial level. The existence of very similar species in
this class added up to the transformation process applied to them makes it difficult or even impossible
for species identification based on morphological characterization. Moreover, the global commerce
makes it possible that one determined species can be marketed in its antipodes. These questions
suggest the necessity of molecular techniques to solve this situation. In the present work, a genetic
method was developed on the basis of the polymerase chain reaction–restriction fragment length
polymorphism (PCR–RFLP) and forensically informative nucleotide sequencing (FINS) technique and
makes possible the identification of more than 20 species belonging to the families Ommastrephidae
and Loliginidae, as well as some octopus and sepia species. The PCR was employed to amplify 651
and 208 bp fragments of the mitochondrial cytochrome b gene. These molecular systems were applied
to fresh, frozen, precooked, even canned cephalopods, allowing for the identification of the species
included in these products. Therefore, these molecular tools could be applied in questions related to
correct labeling, traceability, and importation controls of squids, sepias, and octopuses.
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INTRODUCTION

Cephalopods are marine organisms belonging to the Cepha-
lopoda class, characterized by a great number of families
(specifically 21) that, in turn, contain great species diversity,
many of them with high commercial importance. From these
species, industries manufacture their products that entail different
transformation processes.

The great morphologic similarity among different cephalopod
species, particularly the shortfin (family Ommastrephidae) and
longfin squids (family Loliginidae), makes it very difficult to
identify them. Moreover, in many cases, the raw material is
commercialized in different transformation levels, impeding or
making it difficult for specific assignation by means of
morphological-based methods.

Moreover, the volume of cephalopods commercialized in the
world during 2004 was 3775161 Tm (including squids, sepias,
and octopuses) (data from FISHTAT, FAO). Most of this raw
material is destined to be consumed after a processing treatment,
and this fact makes possible the substitution of species into this
taxonomic group.

All of these factors pointed out the need for analytical
methods that allow for the determination of the authenticity of
the raw materials included in these products.

Several previous works studied the genetic identification of
some cephalopod species using molecular techniques. The main
disadvantage of these studies is the low number of species
studied. An outstanding work carried out by Colombo et al.
designed a polymerase chain reaction–restriction fragment length
polymorphism (PCR–RFLP) method to identify the families
Loliginidae and Ommastrephidae. In that work, five species
belonging to Illex, Todarodes, Todaropsis, and Loligo genera
(1) were studied.

Other studies focused on this taxonomic group were those
carried out by Chapela et al., who designed two methods for
genetic identification that include eight cephalopod species
belonging to six genera and two families, using the PCR–RFLP
and forensically informative nucleotide sequencing (FINS)
techniques (2, 3).

The PCR–RFLP is usually used in the laboratories devoted
to the identification and authentication of species, because of
its simplicity and reliability (3–10). However, some authors
criticized the reliability of these methods, especially when there
are many species in a determined taxonomic group, because
they could produce the same restriction profile in a studied and
not studied species. This fact could generate an incorrect
identification. As a consequence, some authors advise the use
oftechniquesbasedonsequencingandphylogeneticanalysis(3,9,11),
because of their high power of diagnosis, which minimizes the
mistakes in assignations (species that were not studied probably
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had a characteristic sequence, which places this far away from
the sequences of the other species studied). Therefore, FINS
analysis is more appropriate than RFLP, because this method
uses more information than RFLP to assign one sample to a
determined species (2, 3, 7, 11, 12). Moreover, more laboratories
have genetic analysers, indispensable to obtain the DNA
sequences. The genetic distance among different sequences can
be calculated. These distance values can be used to construct a
phylogenetic tree, where each species is located in a node,
allowing for the identification of blind samples, because these
are grouped with the reference sequences belonging to one
determined species.

The previous works on cephalopods carried out to date can
not be applied to canned products, because of the large size of
the PCR product amplified. The thermal treatment produces the
DNA fragmentation, and this fact prevents the DNA amplifica-
tion by PCR. In this sense, Quinteiro et al. determined that the
maximum size of the DNA fragment amplified in canned
products is around 170 bp. Other authors achieved amplification
of fragments with higher sizes (7, 12).

In the present study, the more important squid species with
commercial interest were studied using the methodological
approximations cited previously: PCR–RFLP and FINS. The
main objective was to develop a simple methodological analysis
to identify different squids species and, in this manner, its origin.
These methods were applied to all types of products, from fresh
to canned products elaborated in our Technological Center, using
as raw material genuine individuals previously studied based
on their morphological traits. Thus, the methodology herein
developed can be very useful in the normative control of those
products, particularly in the authenticity of imported species,
the verification of the traceability of different fishing batches
along the commercial chain, the correct labeling, and the
protection of the rights of the consumer.

MATERIALS AND METHODS

1. Sampling and DNA Extraction. Authentic cephalopod samples
were collected from different locations around the world. The number
of samples by species ranged from 2 to 10 (Table 1). These samples
were preserved in 70% ethanol at -80 °C until being processed for

DNA extraction. Some commercial samples were provided by importer
industries, and others were obtained in local markets. When it was
possible, the specimens that composed the samples were identified on
the basis of morphological traits according to different bibliographic
references (13–15).

Genomic DNA of all of the samples previously described (Table 1)
was extracted from a piece of 30 mg of muscle tissue according to the
standard CTAB phenol-chloroform protocol described by Roger and
Bendich with slight modifications (16). In the case of the products
elaborated for us to validate the methods and others purchased in the
local market, DNA was extracted from a piece of 200 mg of tissue.
When the products included oil (samples used in the validation method
and market study), this was removed by submerging the piece of
cephalopod in a solution of methanol/chloroform/water (2:1:0.8) for
2 h, prior to DNA extraction.

The extracted DNA was visualized in agarose gels (Sigma) at 1%
in TBE buffer with 5 µg/mL of ethidium bromide (Sigma). The quality
and quantity of the DNA obtained was measured with an espectro-
photometer (Eppendorf Biophotometer).

2. Amplification and Sequencing of the PCR Products. Three
sequences of the cytochrome b gene were downloaded from the National
Center for Biotechnology Information (NCBI) (Octopus Vulgaris,
Todarodes pacificus, and Loligo bleekeri with accession numbers
AB158363, AB158364, and AB029616, respectively). These were
aligned with BioEdit 7.0 (17), and for them, a degenerate primer set
was designed by hand. The name and sequence of the forward and
reverse primers are, respectively, CEF H, 5′-TTA TGG KTG RGT RYT
DCG TTA T-3′ and CEF L, 5′-TAC HCC YCC WAR TTT WYT AGG
AAT-3′ (Table 2). These primer sets were used both in the PCR
amplification and in the sequencing, allowing us to obtain the
nucleotidic sequences of all studied species in the conditions described
below. An internal fragment was selected and amplified with the primers
CEF H and H15149AD described by Burgener (18) (Figure 1).

The amplifications were carried out in a final volume of 50 µL
containing 100 ng of DNA template, 5 µL of 10× buffer, 2 mM MgCl2,
0.4 µL of 100 mM dNTP, 4 µL of a 10 µM solution of each primer,
and 1 unit of Taq-polymerase (Bioline). PCR of the samples that
undergo thermal treatment were carried out with 400 ng of DNA. PCR
was performed in a thermocycler Uno II (Biometra). The cycles program
was the following: a preheating step of 3 min at 95 °C, then 35 cycles
of 30 s at 95 °C, 1 min at 50 °C, 1 min and 30 s at 72 °C, and a final
extension step of 7 min at 72 °C.

To ensure the proper working of PCR amplification, PCR products
were loaded in agarose gels (Sigma) at 2% in TBE buffer and

Table 1. Cephalopods Species Included in This Work

family species code number of samples seqa RFLPb GC %c NCBI accession number

Loliginidae Loligo gahi Lg 4 8 3 0.303 EF423116–EF423123
Loligo vulgaris Lv 3 6 5 0.306 EF423060–EF423065
Loliolus japonica Lj 2 4 2 0.288 EF423074–EF423077
Uroteuthis chinensis Uc 4 8 3 0.278 EF423128–EF423135
Loligo opalescens Lo 2 4 3 0.311 EF423158–EF423161
Loligo pealei Lp 3 6 3 0.312 EF423104–EF423109
Loligo forbesi Lf 4 8 3 0.287 EF423052–EF423059
Loligo reynaudi Lr 2 4 2 0.302 EF423066–EF423069
Loligo bleekeri Lb 2 4 3 0.400 EF423148–EF423151
Alloteuthis subulata As 3 6 3 0.282 EF423110–EF423115

Ommastrephidae Todarodes pacificus Tp 3 6 3 0.274 EF423142–EF423147
Illex argentinus Ia 4 8 3 0.373 EF423096–EF423103
Illex illecebrosus Ii 2 4 2 0.270 EF423048–EF423051
Illex coindetii Ic 8 16 3 0.270 EF423032–EF423047
Todaropsis eblanae Te 4 8 3 0.291 EF423088–EF423095
Todarodes sagittatus Ts 2 4 3 0.281 EF423011–EF423014
Todarodes filippovae Tf 2 4 3 0.299 EF423124–EF423127
Nototodarus sloani Ns 2 4 3 0.309 EF423070–EF423073
Dosidicus gigas Dg 3 6 3 0.323 EF423082–EF423087
Ommastrephes bartrami Ob 3 6 3 0.367 EF423136–EF423141

Sepiidae Sepia officinalis So 2 4 2 0.301 EF423078–EF423081
Octopodidae Octopus vulgaris Ov 10 16 3 0.291 EF423015–EF423031

Eledone cirrhosa Ec 3 6 3 0.267 EF423152–EF423157

a Number of sequenced individuals. b Number of individuals analyzed by the RFLP technique. c Percentage of guanine plus cytosine in the sequenced 605 bp fragment.
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5 µg/mL of ethidium bromide to allow for band detection. The size of
the amplified fragments was estimated from molecular marker pGEM
(Promega).

PCR products were cleaned before the sequencing reaction using
NucleoSpin Extract II (Macherey–Nagel) according to the protocol of
the manufacturer.

Both DNA strands were sequenced on an ABI Prism 310 DNA
Genetic Analyzer (Applied Biosystems), with the primers described
previously (CEF H and CEF L) and using BigDye Terminator Cycle
Sequencing Ready Reaction Kit version 1.1 (Applied Biosystems)
according to the recommendations of the manufacturer. Nucleotidic
sequences obtained were corrected with Chromas 1.45 (19) and
subsequently aligned with BioEdit 7.0 (17). From this alignment, a
polymorphism analysis was carried out using DnaSP 4.0 (20). The
following parameters were estimated for each species and for the total
of the sequences: number of haplotypes, haplotype diversity, variable
and invariable sites, number of mutations, synonymous and replacement
changes, and the percentage of guanine plus cytosine.

3. Development of the PCR–RFLP Method. The nucleotidic
sequences obtained were used to generate the restriction map of each
species with the assistance of Webcutter 2.0 (21). Several enzymes
were selected because they generated a restriction profile exclusive and
easily differentiable in agarose gels for each species.

About 100 ng of crude PCR product per species was digested
separately with the selected restrictases. Digestions were carried out
overnight at the temperature indicated by the supplier, adding 2 units
of enzyme to the PCR products without purification.

Restriction fragments were visualized in low melting agarose gels
at 3% (Pronadisa) in TBE buffer. The etidium bromide (Sigma) was
included in the gel for DNA detection (final concentration of 5 µg/
mL). The electrophoresis conditions were 70 V and 90 min. The gels
were observed in an image analyzer Gel Doc XR (BIO-RAD). Size
fragments were estimated from the ladder of 50 bp (Amersham
Biosciences) and pGEM (Promega).

4. Development of the FINS Methodology. All of the sequences
obtained were aligned with BioEdit 7.0 (17). The phylogenetic analyses
were carried out with Mega 3.0 (22). The genetic distances among

sequences were calculated using the nucleotide model of Tamura–Nei
and the inference of the phylogenetic tree with the de Neighbour–Join-
ing method. The reliability of the tree was evaluated by means of a
bootstrap test with 2000 replications.

The internal fragment delimited by CEF H and H15149AD primers
was used to identify the species included in canned products. The
calculation of distances and construction of the tree was performed as
in the previous case.

5. Methodological Validation. A total of 46 samples (2 individuals
of each considered species) were prepared as described below: whole
individuals were classified in species based on their morphological traits.
The origin zone was taken into account for the species assignation.
After these two considerations, the 46 individuals were assigned to
one determined species. Different products, among them: rings, tubes,
and arms in different preparations (fried, frozen, coated in butter,
canned, etc.) were elaborated from these individuals. The most extreme
treatment that was applied to the samples was the sterilization in a
horizontal retort steel-air, at 115 °C for 50 min, with 1.2 bars of
overpressure.

PCR–RFLP and FINS methodologies developed in this work and
described in the precedent paragraphs were applied to these samples
to evaluate the correct operation of these analytical methods.

Results of the species assignation based on morphology and genetic
probes were compared. The coincidence percentage between the species
identified on the basis of morphological traits and the genetic methodol-
ogy developed was calculated to establish the specificity of the
method.

6. Market Study. Once the methods previously described were
validated, these were applied to 15 commercial samples, basically fresh,
frozen, and canned cephalopod products. These samples were purchased
in different formats and processing levels in stores and supermarkets
of Pontevedra, Spain.

RESULTS AND DISCUSSION

1. Amplification and Sequencing of PCR Products. The
suitability of the mitochondrial cytochrome b gene to develop
a DNA-based method for the genetic identification of cepha-
lopod species was assessed in this study. The main character-
istics of this molecular marker that convert it for genetic
identification of species are that it is a mitochondrial region;
therefore, it has a mutation rate higher than the nuclear genome,
allowing for the differentiation of close species, it is highly
conserved with regard to other mitocondrial regions, it is present
multiple times in a cell (this fact makes it easy for amplification
when transformation processes are applied to the raw material),
and nucleotidic substitutions in the mitochondrial genome are
higher than in the nuclear genome, allowing for the accumulation
of nucleotidic differences faster in this molecule. These nucleo-

Table 2. Alignment of L. bleekeri, T. pacificus, and O. vulgaris, Showing the Position of the Primers CEF H and CEF L Designed in This Study

Figure 1. Location and size of the DNA fragments of the cytochrome b
gene amplified in this work and position of the designed primer sets.
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tidic changes will allow for the genetic identification of closely
related species, for instance, species belonging to a concrete
genus.

Because of these properties, many previous works in the field
of genetic identification, including the present one, used this
mitochondrial region (6, 8, 11, 12, 23).

The degenerate primers CEF H and CEF L herein described,
allowed us to obtain all of the nucleotide sequences of the
studied species. This primer set amplified a 651 bp fragment,

comprised between positions 225 and 876 of the 1141 bp
fragment that composes this gene (Figure 1). These sequences
were deposited in the NCBI database (accession numbers
EF423011–EF423161).

The polymorphism analysis carried out with DnaSP 4.0 (20)
showed that there were 296 variable sites and 309 monomorphic
sites. Intraspecific variability was measured by means of
haplotype (gene) diversity, obtaining an average value of 0.607.
The average number of nucleotide differences (k) among all

Figure 2. RFLP analysis of PCR products obtained by PCR with the CEF primer set in Loliginidae and Omastrephidae families. Lane PCR, PCR
products; lane 1, PCR products after digestion with Sfc I; lane 2, PCR products after digestion with Hph I; lanes 3, PCR products after digestion with
Hinf I; lane L-50, molecular size marker (50 bp DNA ladder, Amersham Biosciences); lanes pGEM, molecular marker pGEM (Promega). Combined and
single restriction haplotipe and species codes are showed in Table 3.

Table 3. Restriction Haplotypes Generated after Digestion with Sfc I, Hph I, and Hinf I Enzymes in the Species of the Families Loliginidae and
Omastrephidae

Sfc I Hph I Hinf I

species code CHa size fragments Hb size fragments Hb size fragments Hb

L. bleekeri Lb AAA 285 + 163 + 203 A 252 + 282 + 117 A 533 + 118 A
L. pealei Lp BBB 448 + 203 B 651 B 309 + 224 + 35 + 83 B
U. chinensis Uc BBA 207 + 444 B 533 + 118 A

L. vulgaris Lv CCC

651 C

252 + 399 C 533 + 35 + 83 C
CCA 533 + 118 A

L. forbesi Lf CDD 444 + 207 D 430 + 103 + 118 D
CDE 430 + 103 + 35 + 83 E

L. japonica Lj DAA

285 + 366 D

252 + 282 + 117 A 533 + 118 A
L. gahi Lg DED 152 + 499 E 430 + 103 + 118 D
L. reynaudi Lr DBA 651 B

533 + 118 AL. opalescens Lo DEA 470 + 181 E
A. subulata As DCA 252 + 399 C

T. filipovae Tf DFF 260 + 168 + 115 + 108 F 568 + 83 F
DFG 651 G

T. eblanae Te EAG 102 + 183 + 66 + 300 E 252 + 282 + 117 A
651 G

I. argentinus Ia EAA 533 + 118 AI. coindetii–I. illecebrosus Ic–Ii FAA 102 + 249 + 51 + 249 F

O. bartrami Ob GDC 102 + 549 G 444 + 207 D 533 + 23 + 95 C
GDH 298 + 235 + 23 + 95 H

D. gigas Dg ECI 102 + 183 + 66 + 300 E 252 + 399 C 298 + 132 + 103 + 118 IHCI 102 + 249 + 300 H
T. pacificus Tp IBA 102 + 183 + 366 I 651 B 533 + 118 A
N. sloani Ns IAJ 252 + 282 + 117 A 267 + 163 + 103 + 35 + 83 J
T. sagittatus Ts ABK 285 + 163 + 203 A 651 B 130 + 403 + 118 K

a Combined restriction haplotype. b Single restriction haplotype.
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studied species was 1.59. The GC % (guanine plus cytosine
percentage) had a very low value in the studied cephalopod
species. Other taxonomic groups (members of the family
Scombridae, Clupeidae, and Gadidae) showed higher values
than the cephalopod species (0.47, 0.50, and 0.42, respectively).
The sequences used in this analysis were taken from NCBI.
The low values of GC % seem to be characteristic of the
cephalopod group, with average values near 0.3.

A fragment contained into the 651 bp described previously
and delimited by primers CEF H and H15149AD was amplified
to be used in the identification of the species included in products
that undergo high temperatures and/or pressures (for instance,
canned products) (Figure 1). This PCR had a size of 208 bp in
all of the studied species. Because of the small size of this DNA
fragment, it can be amplified even in canned products and allow
for the identification of the species included in any food
product.

2. Development of the PCR–RFLP Method. The nucleo-
tidic sequences obtained for all of the studied species allowed
us to carry out a genetic method based on the different restriction
profiles generated by three restrictases. This technique, known
as RFLP, is an alternative to sequencing, and it was very used
in the past for different purposes, including the genetic
identification of species. PCR–RFLP offers the advantages of
being simplex, cheaper than other techniques, such as sequenc-
ing, and especially useful for routine analysis of a large number
of samples (24). However, some authors advise against using
RFLP to forensic identification when there are moderate levels
of intraspecific variability, because this fact could make the
RFLP unstable and lead to misidentifications (3, 11). This
intraspecific variability can be due to the nature of the species
or the studied markers. In this work, intraespecific variability
of the cytochrome b fragment was studied. Available sequences
from NCBI and those obtained in this work have been taken
into account. The levels of intraspecific variability detected in
the studied species allowed us to develop the PCR–RFLP
methodology, because the restriction targets in none of case were
affected, generating stables restriction profiles.

Therefore, RFLP represents a suitable technique to determi-
nate the identity of the cephalopod species included in this work.
The restrictases selected were Sfc I, Hph I, and Hinf I (New
England Biolabs). The combined restriction profile generated
by these enzymes allowed for the identification, in a univocal
form, of the studied species. The enzyme Sfc I allow us to
differentiate the families Loliginidae and Omastrephidae, except
T. filipoVae that has an identical restriction profile as some
members of the Loliginidae family. The fact that this shortfin
squid has no commercial value is an argument in favor of the
use of the RFLP, which would not be affected by this
inconvenience. Moreover, in some cases, this enzyme allows
for the assignation at the level of species. The DNA fragments
generated in the digestion were compatible with the expected
on the basis of the restriction map in all cases. The DNA
fragments with less than 50 bp generated in the restriction
digestion were not used in identification, because the established
conditions of the agarose gels did not allow us to visualize them.

The combined haplotypes of these three enzymes allowed
for the identification of all of the studied species. Only Illex
coindetii and Illex illecebrosus show the same restriction profile,
and it is not possible differentiate between them (Figure 2 and
Table 3). Chapela et al. did not differentiate these same species
using a 297 bp fragment of the same marker (3).

Moreover, the transformation process applied to the raw
material makes it possible that species belonging to the families

Octopodidae and Sepidae can be labeled as one Ommas-
trephidae and Loliginidae species because of the fact that the
specific traits to identify these species could disappear in the
elaboration process. For this reason, several species of these
families were included in the study to assess the specificity of
the RFLP. Specifically, Sepia officinalis (family Sepiidae) and
Octopus Vulgaris and Eledone cirrhosa (family Octopodidae)
were included in the RFLP analysis to verify that its restriction
profiles and nucleotidic sequences do not agree with the other
studied species belonging to the Ommastrephidae and Lolig-
inidae families (Figure 3 and Table 4). The genetic assignment
was performed correctly by means of the RFLP technique herein
proposed on the 651 bp fragment. Figures 2 and 3 and Tables
3 and 4 shown as these species can be identified.

3. Development of the FINS Method. FINS was described
by Bartlett and Davidson, who proposed the genetic identifica-
tion of species using phylogenetic analysis (25). From the
nucleotidic sequences, a matrix of distance can be calculated.
The results of this analysis can be displayed in a phylogenetic
tree, where sequences of the same species are grouped into
clades. Also an undetermined or unknown species is allocated
in the phylogenetic tree in accordance with the distance that
separates it from the reference sequences of known species. This
method overcomes the inconvenience of the intraspecific
variability and allows for the detection of new species not
studied thus far. The main inconvenience of this technique is
the high cost of the genetic analysers and materials, necessary
to obtain the DNA sequences.

Phylogenetic relationships among these species of cephalo-
pods were investigated with distance methods. A Neighbor-
joining phylogenetic tree based on genetic distances was
constructed, showing four main groups, corresponding to the
families Loliginidae (G1), Ommastrephidae (G2), Sepiidae (G3),
and Octopodidae (G4) (Figure 4). The species included in these
four groups are well-differentiated; all of the branches at the
level of species have a bootstrap value higher than 85, and this
values reflects the reliability of the assignation (26). The
exceptions were Illex coindetii and Illex illecebrosus that were
not differentiated by either the PCR–RFLP or FINS technique,
because these two species have the same nucleotide sequence

Figure 3. RFLP analysis of PCR products obtained by PCR with the
CEF primer set in Sepia officinalis (family Sepiidae), Octopus vulgaris
and Eledone cirrhosa (family Octopodidae). Lane PCR: PCR product;
Lanes 1: PCR products after digestion with Sfc I; Lanes 2: PCR products
after digestion with Hph I; Lanes 3: PCR products after digestion with
Hinf I; Lane L-50: Molecular size marker 50 bp DNA ladder (Amersham
Biosciences); Lane pGEM: Molecular marker pGEM (Promega).
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for the cytochrome b fragment studied. Chapela et al. found
these same results using a 297 bp fragment of the same marker
(3).

With the aim of developing a method applicable to canned
products, the PCR–RFLP and FINS alternatives were assessed.
Because of the high number of species included in this work
and the little size of the PCR products amplified, the RFLP does
not permit identify of all of these species with the fragment of
208 bp. On the other hand, the FINS technique showed the
power to identify all of the studied species, showing high
bootstrap values, very similar to the phylogeny of the 605 bp
fragment (Figures 4 and 5).

4. Methodological Validation. The aim of this process was
to evaluate the correct performance of the methodologies herein

proposed. To verify the suitability and reliability of the proposed
methods in the genetic identification of elaborated products,
commercial samples were elaborated in the pilot plant of
CECOPESCA (Spanish National Centre of Fish Processing
Technology) from authenticated individuals based on morpho-
logical traits. Thermal treatment applied to the canned products
allowed us to evaluate the correct DNA amplification in the
most extreme case of degradation. In this particular case, the
little fragment (208 bp) was amplified.

Subsequently, these samples were analyzed with the meth-
odologies proposed in the present work. The analyses were
performed by sequencing and phylogenetic analysis and PCR-
–RFLP when it was possible to amplify the 651 bp fragment.
This task allowed us to verify that the whole individuals, and
the elaborated products gave the same results. Therefore, the
developed techniques showed a specificity of 100%, because
all of the analysed samples with the genetic tools herein
developed were assigned to the species determined on the basis
of the morphological study.

5. Market Study. Once the methods surpassed the validation
step, these were applied to 15 commercial samples, allowing
us to evaluate and determine a broad outline, the labeling
situation of these products in the Spanish market. All of the
samples analyzed were identified as some species of those

Table 4. Haplotypes Generated after Digestion with Restriction Enzymes Sfc I, Hph I, and Hinf I in Sepia officinalis (Family Sepiidae) and Octopus vulgaris
and Eledone cirrhosa (Family Octopodidae)

Sfc I Hph I Hinf I

species CHa size fragments Hb size fragments Hb size fragments Hb

Eledone cirrhosa DGG 285 + 366 D 421 + 230 G 651 G
Sepia officinalis AEC 285 + 163 + 203 A 149 + 502 E 533 + 35 + 85 C
Octopus vulgaris CBL 651 C 651 B 304 + 126 + 41 + 85 + 95 LCBM 304 + 126 + 126 + 95

a Combined restriction haplotype. b Single restriction haplotype.

Figure 4. Neighbor-joining tree constructed from sequences of 605 bp,
using the Tamura–Nei distance. Bootstap values higher than 85 are
showed in each branch. The S1, S2, S3, and S4 codes belong to the
commercial samples analyzed (Table 5), and G1, G2, G3, and G4 are
the four taxonomic groups studied [families Loliginidae (G1), Ommas-
trephidae (G2), Sepiidae (G3), and Octopodidae (G4)].

Table 5. Commercial Samples Analyzed with the Methods Developed That
Showed an Incorrect Labeling

products
species
labeled

species
identificated

code
samplesa

frozen squid rings Loligo vulgaris Loligo reynaudi S1
cleaned, frozen

squid tubes
Todaropsis eblanae Todarodes sagittatus S2

fresh entire squid Loliolus japonica Alloteuthis subulata S3
octopus arms Octopus vulgaris Dosidicus gigas S4
canned octopus Octopus vulgaris Dosidicus gigas S5

a Code shown in Figures 4 and 5 that locate the commercial samples in the
phylogenetic tree of the studied cephalopods.

Figure 5. Neighbor-joining tree constructed from sequences of 160 bp,
using the Tamura–Nei substitution model to calculate the distance matrix.
Bootstrap values higher than 75 are showed in each branch. The S5
code belongs to the analyzed commercial can (Table 5).
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included in this work. Five analysed samples contained a
different species of those indicated in the label (Figures 4 and
5 and Table 5).

Altogether, this paper describes two DNA-based methods
that allow for the genetic identification of cephalopod species
in fresh, frozen, precooked, canned, or any other foodstuffs,
including those that undergo intensive thermal treatment. The
lack of methods for this task makes these tools as unique
available alternatives at the moment. Therefore, these
methods can be useful in questions regarding the traceability,
correct labeling, authenticity of imported raw material, and
so on.
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