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ARTICLE INFO ABSTRACT

Keywords: The common snook Centropomus undecimalis is one of the main commercial fish species in the Caribbean region,
Snook including Colombia, where its populations have drastically decreased due to overfishing and environmental
Frauq o degradation. Thus, there is a market imbalance between the availability of snook products and their demand by
Species substitution hich ing for fraudul . h . bstituti islation i lombi

col consumers, which creates an opening for fraudulent actions such as species substitutions. Legislation in Colombia
16S-rRNA (and most Caribbean countries) lacks effective tools for the easy and rapid detection of frauds. Furthermore, there

are very few studies published in scientific journals addressing this issue, of which none include C. undecimalis as
the target species. Therefore, in order to investigate the existence of mislabeling in common snook products in
Santa Marta, the present study analysed 44 frozen snook fillets from the five commercial brands available in the
city. Moreover, 15 fresh snook fillets from six of the main fish markets were also analysed. To discover the fre-
quency of possible frauds in labeling, samplings were carried out in July, September and November of 2019.
Sample analyses involved the identification of each fillet at species level through molecular barcodes (16S-rRNA
and COI), whose sequences were verified using BLAST and BOLD, and corroborated by a phylogenetic analysis. As
aresult, an astonishing 98% of the supermarkets fillets were found to be fraudulent, contrasting with a single case
registered in the fish shop samples. The species used to substitute snook include the Pacific bearded brotula
Brotula clarkae (38 samples), the Nile perch Lates niloticus (4 samples) and the acoupa weakfish Cynoscion acoupa
(1 sample). Based on these results, there is a high rate of fraudulent labeling in the marketing of common snook in
the city of Santa Marta, which calls for urgent actions to be taken by the corresponding authorities.

1. Introduction

The high rates of exploitation of most commercial marine fish species
have led not only to a decrease in their stocks, but also to an imbalance
between the demand and the availability of these products in the market
(FAO, 2016). This disparity, among other causes, has led to a pronounced
incidence of fraud in the labeling of marine fish products, as has been
reported in several studies (Cunha et al., 2015; Xiong et al., 2016; Pardo
et al., 2018; Horreo et al., 2019; de Carvalho et al., 2020; Peterson et al.,
2021). In Colombia, fish commercialization is controlled by the National
Institute for the Vigilance of Drugs and Food (INVIMA), which establishes
the use of taxonomic keys (macroscopic characteristics of the whole fish)
as the identification protocol for commercial species (Salinas et al.,
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2014). This regulation presents two problems: the first being related to
the incidence of fish identification errors due to physical similarities
among some species and the second, to the transformation of the fish into
different products (frozen fillets, breaded, precooked, etc.), which do not
allow the use of the established identification protocol. In addition to the
economic impact, mislabeling of fish products is an illegal practice that
affects the conservation and sustainable exploitation of marine species as
it alters the accuracy of catch monitoring and market activity; further-
more, it creates a scenario of distrust in which consumers are left
wondering about the authenticity and safety of fish products (Rasmussen
and Morrissey, 2011).

In some countries such as the USA, fish product authenticity is veri-
fied through simple, fast and highly sensitive methods such as DNA
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barcodes, which are short fragments of genes that allow the reliable
identification of species (Teletchea, 2009). In general, DNA barcodes are
based on the amplification of DNA fragments belonging to the mito-
chondrial genome (i.e. such as mitochondrial cytochrome oxidase ¢
subunit I or COI, and 16S ribosomal RNA or 16S rRNA), that are
conserved at the species level and can be amplified in most food products.
Importantly, this includes processed foods, even though DNA extraction
might be problematic due to degradation (Hebert et al., 2003; Ogden,
2008; Ferrito et al., 2016). In this context, numerous studies have
detected frauds in the commercialization of fish products in almost all
countries where research has been carried out using the barcode tech-
nique. For example, in two studies in the USA and Canada, 91% and 77%
of the studied snapper samples were found to be mislabeled (Khaksar
et al., 2015; Hu et al., 2018), in China 85.7% of species substitution was
found when analysing the sablefish Anoplopoma fimbria (Xiong et al.,
2016). Moreover, in Brazil a rate of 77% fraud was reported in the
commercialization of croaker fish (Sciaenidae) (de Brito et al., 2015), and
in Spain, Finland, Germany and Iceland, 50% of the analysed seafood
samples were found to be sold under the wrong name (Pardo et al.,
2018). In Colombia, only two studies have been published on the subject:
firstly, Salinas et al. (2014) reported a drastic change in the catfish spe-
cies sold as “capaz” (Pimelodidae family), as overfishing has led to the
introduction of smaller, lesser known species, whose capture involves the
killing of river dolphins and caimans to be used as bait. Secondly, Castaro
(2015) reported 40% of fish mislabeling in the capital city Bogota,
finding that one out of three fillets sold as common snook belonged to the
basa catfish (Pangasius sp). Despite the importance of the results obtained
in the latter study, it was published as a newspaper article and has not
had the expected impact on the authorities, national policies, nor an
increase in research along this line. Therefore, formal investigation is
needed to explore the possibility of fraudulent fish substitutions
throughout Colombia.

The common snook Centropomus undecimalis has a wide distribution
along the coastline of the western Atlantic Ocean (Riede, 2004). It be-
longs to the Centropomidae family, being the largest species within its
genus (TLpax: 140 cm, TWax: 24.3 kg) (Chavez, 1963). In Colombia, it is
actively captured by artisanal fisheries due to its commercial importance
and high market prices, which range between 5 and 12 USD kg™*
(Alvarez—Lajonchére, 2003). Historical data from common snook land-
ings in Santa Marta show a drastic decrease in populations, ranging from
640 t reported in the 1970s to 28 t in 2014 (Morales, 1975; Grijalba--
Bendeck et al., 2017). At present, only 10.9% of common snook catches
belong to fish whose total length is greater than the length at first
maturity (46.2 cm) (Duarte et al., 2019). Furthermore, in 2019 national
commercialization of common snook reached 107 t, however, for the
same year, the reported landings were only 62.89 t, with no records of
this species being imported from overseas. Taking into account all the
above, the aim of this study was to investigate, for the first time in the city
of Santa Marta, the possible existence of mislabeling in common snook
products using DNA sequencing for species identification.

2. Materials and methods
2.1. Sampling

A total of 59 snook fillet samples were collected from large super-
market chains and fish markets in Santa Marta, Colombia. In the case of
supermarkets, all commercial brands available in the city were sampled,
which constitutes samples coming from five different seafood suppliers.
On the other hand, six fish markets were selected due to their size and
importance as suppliers for smaller shops. Samples were randomly
collected in July, September, and November 2019 to avoid repeated
batches during the study. Each month, three fillets of each commercial
brand and one fillet per fish shop were purchased. However, due to
product unavailability in November, one branded sample was missing
from the supermarkets, and three fish markets did not have snook fillets
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to sell. Once acquired, the fillets were taken to the Molecular Biology
Laboratory of the Universidad del Magdalena (Santa Marta), whereal g
sample of tissue was taken from each fillet, labeled, placed in 1.5 mL
eppendorf tubes with 90% ethanol, and stored at -20 °C until processing.

2.2. DNA extraction

This procedure was carried out using the Isolate IT kit (Genomic DNA,
Bioline®, UK), following the manufacturer's protocol. Verification of
DNA extraction and its quality was checked using a 1% agarose gel
stained with a GelRed (Biotium, USA).

2.3. Amplification and sequencing

The fragments of the mitochondrial genes, 16S-rRNA (600bp) and
COI (650bp), were amplified in a thermocycler (Eppendorf Master-
cycler® Pro, USA) by conventional PCR and using the primers 16Sar (5
CGCCTGTTTATCAAAAACAT 3') and 16Sbr (5 CCGGTCTGAACTCA
GATCACGT3') from Palumbi (1996) for the 16S gene; and the primers
FishF2 (5" TCGACTAATCATAAAGATATCGGCAC 3') and FishR2 (5'ACT
TCAGGGTGACCGAAGAATCAGAA 3') from Ward et al. (2005) for the
COI gene.

For the amplification of both fragments, each PCR reaction was
conducted in 25 pL volumes containing: 0.1 U of Taq Polymerase (0.5 pL
of Taq Polymerase 5 U; abm, USA), 2.0 mM MgCl; (1.0 pL of MgCl, at 50
mM; abm, USA), 1X of Buffer PCR (2.5 pL of Buffer PCR at 10X; Bioline,
USA), 0.4 mM of DNTP's (1.0 pL of dNTP's to 10 mM; Bioline, USA), 0.4
mM of each primer (1 pL of each primer at 10 mM) and 2 pL of DNA. The
reaction conditions for PCR included an initial denaturation temperature
of 94 °C for two minutes, followed by 35 cycles with the following pa-
rameters: 30 s at 94 °C, 45 s at 56 °C and one minute at 72 °C, followed by
a final extension step at 72 °C for seven minutes. PCR products were
verified by electrophoresis on 2% agarose gels stained with GelRed
(Biotium, USA). Following the amplification, the samples were purified
using the Isolate II kit (PCR and Gel Kit, Bioline, USA), following the
manufacturer's protocol. The purified products were sequenced in both
directions at SSiGMol (Universidad Nacional de Colombia, Bogot4).

2.4. Data analysis

Sequences were manually edited using BioEdit (v. 7.0.9.0) (Hall,
1999) and MEGA-X (Kumar et al., 2018). COI sequences were subse-
quently verified using the nBLAST tool in NCBI GenBank (https://blast
.ncbi.nlm.nih.gov/) and the search engine in the Barcode of Life Data-
base (BOLD, https://www.boldsystems.org/) using the option “Species
Level Barcode Record”; whereas 16S rRNA sequences were queried only
in nBLAST. Following Hebert et al. (2003), a similarity cutoff of >97%
was used for species level identification for sequences submitted to both
GenBank and BOLD databases. Subsequently, an alignment of all the
sequences obtained was carried out to establish possible relationships
and similarity between them and reference sequences downloaded from
GenBank. The validation was performed for both genes (16S-rRNA and
COI) using distance analyses, such as Neighbor Joining (NJ) using the
K2P model (Mega-X), as well as a Bayesian inference (IB) and Maximum
Likelihood (ML) analyses using MrBayes v.3.2.2 and RAXML v.8.0.24
programs, respectively. For the NJ and ML analysis, the Bootstrap (BP)
algorithm was implemented with 1000 repetitions. As for the Bayesian
analysis, 107 generations were carried out, sampling the trees every 100
generations and making an initial 25% exclusion of the trees built. Then
the total substitution rates and the relative frequency of frauds were
calculated for each source of fish products (supermarkets and fish mar-
kets) and month; subsequently, the Chi-square test was performed in
order to assess the existence of significant differences or temporal trends
(MS Excel, 2013).
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3. Results and discussion
3.1. Amplification and sequencing of 16S rRNA and COI genes

All samples were successfully amplified and sequenced with both COI
and 16S genes. Sequences were submitted to GenBank under accession
numbers MT787423-MT787462. Only one sample did not sequence
properly with the 16S gene (sample no. 3, Table 2), however, the sample
information was accurately identified by COI Thus, our results indicate,
as suggested by previous studies, and further discussed below, that the
inclusion of more than one marker is beneficial as it ensures the correct
identification of species, and that both COI and 16S genes are reliable
markers to be used separately or in combination for barcoding and
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traceability of fish studies (Cawthorn et al., 2012a, 2012b; Teletchea,
2009; Kochzius et al., 2010; Almerdon-Souza et al., 2018; Hossain et al.,
2019).

3.2. Species identification of supermarket samples

All samples were able to be compared with reference sequences
available at genus and species level in GenBank (COI and 16S) and BOLD
(COI). This process allowed us to establish that from all samples acquired
in the supermarkets, only one was authentic, as it genetically belonged to
C. undecimalis (sample No. 18, Table 1). In turn, it was evident that the
practice of substitution was widely present in the observed commercial

Table 1. Molecular sequence comparison (COI and 16S-rRNA) of 44 samples of common snook fillets purchased from supermarkets in the city of Santa Marta, Colombia.

Sample Species Accession COI BLAST BOLD COI Species Accession 16 BLAST 16S Species Fraud
labeled number COI identity % identity % identified number 168 identity % identified
1 Common snook MT787429 99% 100% Brotula clarkae MT584428 92% Ammodytes YES
americanus
2 Common snook MT787430 99% 99% B. clarkae MT584429 93% A. americanus YES
8 Common snook MT787431 99% 100% B. clarkae MT584430 93% A. americanus YES
4 Common snook MT787432 99% 99% B. clarkae MT584431 91% A. americanus YES
5 Common snook MT787433 99% 99% B. clarkae MT584432 91% A. americanus YES
6 Common snook MT787423 99% 99% B. clarkae MT584433 91% A. americanus YES
7 Common snook MT787434 99% 92% B. clarkae MT584434 92% A. americanus YES
8 Common snook MT787435 99% 97% B. clarkae MT584435 90% A. americanus YES
9 Common snook MT787428 99% 99% B. clarkae MT584436 91% A. americanus YES
10 Common snook MT787436 99% 99% B. clarkae MT584437 91% A. americanus YES
11 Common snook MT787438 99% 100% B. clarkae MT584440 91% A. americanus YES
12 Common snook MT787439 99% 100% B. clarkae MT584441 91% A. americanus YES
13 Common snook MT787426 99% 99% B. clarkae MT584442 91% A. americanus YES
14 Common snook MT787427 99% 98% B. clarkae MT584438 91% A. americanus YES
15 Common snook MT787437 99% 99% B. clarkae MT584439 91% A. americanus YES
16 Common snook MT787448 99% 99% B. clarkae MT584453 91% A. americanus YES
17 Common snook MT787449 99% 99% B. clarkae MT584454 91% A. americanus YES
18 Common snook MT775814 99% 99% Centropomus MT584475 91% Centropomus NO
undecimalis undecimalis
19 Common snook MT787450 99% 100% B. clarkae MT584455 91% A. americanus YES
20 Common snook MT787451 99% 99% B. clarkae MT584456 91% A. americanus YES
21 Common snook MT787452 99% 100% B. clarkae MT584457 91% A. americanus YES
22 Common snook MT787453 99% 100% B. clarkae MT584458 91% A. americanus YES
23 Common snook MT787454 99% 99% B. clarkae MT584459 91% A. americanus YES
24 Common snook MT787455 99% 100% B. clarkae MT584460 91% A. americanus YES
25 Common snook MT787424 99% 100% B. clarkae MT584461 91% A. americanus YES
26 Common snook MT787457 99% 99% B. clarkae MT584463 91% A. americanus YES
27 Common snook MT787462 99% 97% B. clarkae MT584464 91% A. americanus YES
28 Common snook MT787458 99% 99% B. clarkae MT584465 91% A. americanus YES
29 Common snook MT787456 99% 100% B. clarkae MT584462 91% A. americanus YES
30 Common snook MT773642 100% 100% Cynoscion acoupa MT584481 91% Cysnocion acoupa YES
31 Common snook MT787459 99% 99% B. clarkae MT584443 91% A. americanus YES
32 Common snook MT787440 99% 99% B. clarkae MT584444 91% A. americanus YES
33 Common snook MT787425 99% 99% B. clarkae MT584445 91% A. americanus YES
34 Common snook MT787460 99% 99% B. clarkae MT584446 91% A. americanus YES
35 Common snook MT772007 98% 98% Lates niloticus MT584482 91% Lates niloticus YES
36 Common snook MT787441 99% 100% B. clarkae MT584447 91% A. americanus YES
37 Common snook MT772008 99% 99% L. niloticus MT584483 99% L. niloticus YES
38 Common snook MT787442 99% 99% B. clarkae MT584448 91% A. americanus YES
39 Common snook MT787443 99% 100% B. clarkae MT584449 91% A. americanus YES
40 Common snook MT787445 99% 96% B. clarkae MT584451 91% A. americanus YES
41 Common snook MT772009 93% 99% L. niloticus MT584485 99% L. niloticus YES
42 Common snook MT787446 99% 100% B. clarkae MT584452 91% A. americanus YES
43 Common snook MT772006 99% 99% L. niloticus MT584484 99% L. niloticus YES
44 Common snook MT787444 99% 100% B. clarkae MT584450 91% A. americanus YES
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brands that offered snook fillets in the city and that are distributed by all
the supermarkets included in the study.

When analysing the COI gene, in 90% of the cases of fraud found in
supermarkets, the databases reported the Pacific bearded brotula Brotula
clarkae (nBLAST and BOLD) as the substitute species with a similarity
percentage of over 97% (Figure 1A). Results from the 16S gene
confirmed that the samples do not correspond to C. undecimalis, not even
to the genus Centropomus and the closest similarity reported by the ge-
netic databases for the 16S was with the American sand spearfish
Ammodytes americanus. However, this candidate is unlikely to be a sub-
stitute in this case, firstly due to the low percentage of similarity obtained
(max. 93.2%), secondly because of the species’ distribution (north-
western coast of North America) and thirdly due to its maximum length
(23.5 cm), which would make it difficult to fulfill the size of common
snook fillets (Nizinski et al., 1990). Thus, the incongruence in the results
between the COI gene and the 16S gene might be due to the lack of 16S
reference sequences for the Brotula genus in GenBank at the time when
the present study performed the BLAST search (09/2020).

Taking the above into consideration, we obtained samples from
B. clarkae, as it is one of the most commonly caught fish on the Colombian
Pacific coast (Duarte et al., 2019), and proceeded to compare the former
sequences obtained in the supermarkets samples with the newly gener-
ated sequences for both regions (COI and 16S-rRNA). The new compar-
isons showed a perfect alignment with our supermarket samples and the
B. clarkae sequences generated by this study (MT787461 and
MT787447T787423 — COI/MT584426 and MT584427 - 16S). It is
possible that the imbalance between the high availability of B. clarkae in
the landings and its low demand in the market has generated the op-
portunity for its use as a C. undecimalis substitute. As mentioned above,
the Pacific bearded brotula is caught by artisanal fisheries on the Pacific
coast where part of the landings is consumed locally, while the rest ap-
pears to be taken to major cities where it might be relabeled as common
snook and sent to the main supermarkets around the country. Indeed,
between July and December of 2019, the Colombian Fisheries Statistics
Service (SEPEC, 2019) reported 531.2 t of B. clarkae captured on the
Pacific coast; however, only 65.66 t were registered as commercialized in
that same period. Even taking into the account the impossibility of
recording data from all the markets in the country, this number repre-
sents only 12.36% of the landings of B. clarkae. In contrast, for the same
year SEPEC reported landings of 62.89 t of common snook and inter-
estingly, 107 t of this species were registered as being commercialized in
that period. Although it is clear that a more detailed study must be
performed in order to further quantify the imbalance between captures
and commercialized products of these or any other species, the reported
numbers further indicate the use of B. clarkae as the substitute of common
snook and, perhaps, other marine fish species.

Other substitutions found in supermarket samples when analysing
both molecular barcodes were those related to the acoupa weakfish
Cynoscion acoupa (sample N° 30) and the Nile perch Lates niloticus
(samples N° 39 and 36), for which the similarity percentages were equal
to or greater than 99% (Figure 2). In the case of the acoupa weakfish, this
species is commonly fished on the Colombian Caribbean coast (Duarte
et al., 2019) and its commercial importance is not as relevant as the
common snook; therefore, it may be being used as the replacement in the
markets. Regarding the Nile perch, this case is of special interest since it
is an African freshwater species, and the Colombian National Authority
for Aquaculture and Fisheries (AUNAP) does not have any record of it as
being introduced in Colombia for aquaculture practices. Therefore, it is
probable that its arrival in the country and subsequent use as a substitute
species is occurring through the importation of perch fillets (TradeAtlas,
2020), taking advantage of trade agreements between countries that are,
for example, part of the Pacific Alliance (SICE, 2019). The presence of
this species in the country is of concern as it might also be used in the
fraudulent substitution of other marine fish. Moreover, if perch products
originated from local fish farms, the risk of the species’ introduction into
natural environments is high as it is one of the most aggressive fish in
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terms of colonizing new niches, thus becoming a threat to local species
(Goudswaard et al., 2002).

The high incidence of fraud found in supermarkets in the present
study shows the severity of this practice in the city of Santa Marta. In
order to meet the demand for common snook, the use of species that are
not commonly commercialized in the country, or at least not in the larger
cities, is more acute than expected. In Colombia, fish consumption has
doubled in the last 20 years and it is thought that this number will double
again in the next four years (AUNAP, 2019). However, contrary to what
was reported by Castano (2015), and the initial approach of the present
study, the substitutions found in the city of Santa Marta were not made
with the basa Pangasius sp. Importantly, the substitute species found by
the present study (Pacific bearded brotula and acoupa weakfish) do not
necessarily imply a fraud with fillets of a lower nutritional quality;
however, there are economic and organoleptic differences, which are
often masked due to the freezing and thawing of products (Bland et al.,
2018). In the case for the Nile perch, there are many studies that suggest
nutritional differences not only between marine and freshwater fish, but
also between wild and farmed fish (Alasalvar et al., 2002; Erdem et al.,
2009; Bhouri et al., 2010; Ravichandran et al., 2012). Furthermore, in
this case, there is a lack of information on the origin of the product and if
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Figure 1. The relative frequency of occurrence of the species identified in fillets
marketed as “common snook” sampled in supermarkets (A) and fish markets (B)
in Santa Marta (Colombia).
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Figure 2. Tree topology determined using IB/NJ/ML from COI sequences of common snook samples obtained from the different local supermarkets in Santa Marta,
Colombia, including reference GenBank sequences. The 16S-rRNA analyses recovered the same topology.

Table 2. Molecular sequence comparison study (COI and 16S-rRNA) of 15 samples of common snook fillets obtained in six fish markets in the city of Santa Marta,

Colombia.

Sample Species labeled  Accession number COI  COI BLAST identity %  COI Species identified =~ Accession number 16S 16 BLAST identity % 16S Species identified  Fraud
1 Common snook MT775599 85% Centropomus sp MT584466 99% Centropomus ensiferus NO
2 Common snook MT775817 99% C. undecimalis MT584471 100% C. undecimalis NO
8 Common snook MT775600 81% Centropomus sp - - - NO
4 Common snook MT773641 97% C. acoupa MT584480 100% C. acoupa YES
5 Common snook MT775816 99% C. undecimalis MT584472 99% C. undecimalis NO
6 Common snook MT775815 98% C. undecimalis MT584473 99% C. undecimalis NO
7 Common snook MT775598 87% Centropomus sp MT584468 100% C. ensiferus NO
8 Common snook MT775819 100% C. undecimalis MT584476 99% C. undecimalis NO
9 Common snook MT775821 98% C. undecimalis MT584477 100% C. undecimalis NO
10 Common snook MT775822 99% C. undecimalis MT584478 100% C. undecimalis NO
11 Common snook - 86% C. ensiferus MT584469 100% C. ensiferus NO
12 Common snook MT775820 99% C. undecimalis MT584479 100% C. undecimalis NO
s Common snook MT775597 86% Centropomus armatus MT584467 100% C. ensiferus NO
14 Common snook MT775596 88% Centropomus sp MT584470 100% Centropomus pectinatus NO
15 Common snook MT775818 99% C. undecimalis MT584474 100% C.undecimalis NO
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Figure 3. Tree topology determined using IB/NJ/ML from 16S-rRNA gene sequences of common snook samples obtained from the different local fish markets in Santa
Marta, Colombia, including reference GenBank sequences. The COI analyses recovered the same topology.

the health and safety controls for imported frozen products are being
fulfilled.

3.3. Species identification of fish market samples

In contrast to the results obtained in the supermarkets, the examined
fish markets samples indicated a very low occurrence of fraud by sub-
stitution, as there was only one case in 15 analysed samples, with the
acoupa weakfish being the species used to substitute the common snook
(Figure 1B). As shown in Table 2 and Figure 3, the 16S gene was more
accurate than the COI to identify species within the Centropomus genus
due to the lack of Centropomus sequences for the COI in the databases.
These results evidence the commercialization of other species of the
genus Centropomus, such as C. ensiferus and C. pectinatus, which are
common throughout Colombia's coasts (Chavez, 1963) and exploited by
artisanal fishing (Duarte et al., 2019). These cases do not represent fraud
as such, since they are all marketed under the name of common snook,
which includes these species. Moreover, due to their small size (common
TL: 25 cm and 40 cm for C. ensiferus and C. pectinatus respectively)
(Cervigon et al., 1992), they are not used for filleting and thus are not
sold by commercial brands in supermarkets. They are, nevertheless, sold
in fish markets, where customers can choose the size or weight of the
product.

When using both COI and 16S genes as barcodes for fish identifica-
tion, we found that the former performed better as 16S similarity values
were generally well below the set identification threshold of >97% and
did not provide any additional information or identifications that were
not achieved through COI sequencing. This is probably due to an under-
representation of reference 16S rRNA sequences from local/regional fish
species in GenBank, in comparison to those available for COI. On the
other hand, the 16S gene was informative when analysing the fish shops
samples, as it was more accurate for identifying species within the Cen-
tropomus genus. This highlights the benefit of including more than one
marker in this type of studies.

When comparing the substitution rates found in the branded fillets
obtained from supermarkets (98%) with those found in the fish markets
(7%), it is evident that the mislabeling of common snook is a practice
widely performed in the former as all commercial brands were found to
be selling other species under this name. This contrasts with the findings
registered in the latter, as substitution with an unrelated species
(C. acoupa) was only found on a single occasion. Indeed, the Chi-square
test shows that there is a significant difference between the incidence of
frauds observed in these businesses (X2 = 48.92; df = 1; p < 0.001). On
the other hand, the number of mislabeling cases observed throughout the
sampling months did not show a particular trend as no significant

differences were found in supermarkets (X2 = 1.98; df = 2; p < 0.001) or
fish markets (X2 = 1.98; df = 2; p < 0.001). Thus, in branded products,
the substitution of common snook might not only be a widely performed
activity but also one which follows a frequent and constant pattern of
incidence.

4. Conclusions

The results obtained in the present study indicate a high rate of
common snook substitution found in frozen fillets sold in supermarkets in
Santa Marta which calls for urgent measures to be taken. Moreover, the
high incidence of frauds found in the three observed months indicates
that this is not an isolated situation but rather a repetitive procedure
performed by the commercial fish industry with the common snook. The
corresponding authority (National Institute for Food and Drug Surveil-
lance - INVIMA) must urgently consider the use of molecular techniques
as a quick and practical tool in the authentication of fish, thus ensuring
compliance with the health and safety standards of the products and, of
course, compliance with consumers’ rights. To this end, more studies
referring to the substitution or mislabeling of fishery products, including
genetic validation tools, should be performed. For the time being, fish
markets offer a more reliable source of fish for consumers, at least
regarding the common snook.
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