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Genetic traceability has been defined as the ability to

Two sets of samples were analysed. The first one contains locally captured fish including Decapterus macarellus (Cuvier, 1833), Thunnus
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amplification with the L14524 and H15573 primers. Based in the w75.!r.!l( the control region, from 23 sequences amplified with the L15998
sequencing results and the comparison with reference data from _ and CSBDH primers. Within this fragment the primers Dmac-CR-
Cy1B, in these case a consistent result suggest the presence of D. £ "“S“""’ 1F and Dmac-CR-2R were designed to amplify a 159 bp length
macarellus tissue and the congruence with label indications. In| ”731"’""" fragment. The design take in consideration the high intra and
addition, a PCR product located in the control region £ ,,,-,ipp,-mﬂuﬂm-,a, inter-especific variability around this region, being considered

(DCANF/DCANR) was obtained from other 3 products (1SU1, 3SU3
and 48U1). Although this set is not designed to this specie, the data
also suggest the presence of D. macarellus in these products
(Table 1).

However, the analysis involving the canned products putatively
confaining D. macarellus and the standard primers sets
consistently failed. In order to solve this amplification difficulties in
food products, it was designed a new set of primers located in
both the cytb and control region sequences.
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highly specific for D. macarellus after “in silico” analysis.

Design of a PCR-RFLP analysis for species identification

In accord with this preliminary results about the species
presence in canned products within tunas and relatives the
main problematic question is to discriminate among T.
albacares/T.obesus, K. pelamis and Auxis spp. and Scomber
spp. The digestion of the B126 fragment produces a highly
species-specific RFLP patftern for funa (Quinteiro 2011) (Table 2).
In the case of D. macarellus, a digestion strategy of the CB12
and CB34 fragments was selected to produce a different RFLP
pattern from those expected in related species (Table 2).

These PCR protocol will be evaluated for consistency in the
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g Species Identification of canned products 9

The samples of canned products were identified by standard e

procedures of genetic traceability (Mackie ef al. 1999; Quinteiro 8

2011; Quinteiro et al. 2008; Quinteiro et al. 1998). Within the %

° 'J.,'JJ majority of samples containing tuna it was identified the skipjack, e

L Llhioug =7 Katsuwonus pelamis based on CYTB and CR sequences. The |

P yellowfin, T. albacares, is absent of the complete set of analysed g

Barcoding of species captured in caboverdian waters products. Two products contained the frigate tuna Auxis thazard. .

+ The locally sampled fishes in Cape Verde, theoretically An unexpected result was the presence, in diverse canned ¢
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=) ¢ smallest funas species were identified the bullet tuna, However, the analysis involving the canned products putatively : =
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- morphological diagnosis of captured fish and provide of = both the cytb and control region sequences. 3

. reference fissues and sequences for the canned N

¢ products traceability analysis. Figure 2. Tree based identification using BOLD Systems (http://www.boldsystems.org/). N

From an specimen (red), concrefely DMAC29vB, it was obtained a partial .

COXlsequence and compared with the records in BOLD repository. This sequence izati i i i in S

shows aqmuach of 100% :mllamy with Decapferus A A n?ldpolm e stcHonmicN coricmiochoncricligsegtence i N

. rooted neighbor-joining tree displays ically this similarity and fhe phylogenetic Decapterus macarellus and primer design. .

Species of canned p! ,emonsh.ps ,esped to other taxa. For the mackerel scad, Decapterus macarellus (Cuvier, 1833), a «

. The samples of canned products were idenfified by standard set of (N=16) sequences from the mitochondrial cytochrome b §

= procedures of genetic traceability (Mackie ef al. 1999; Quinteiro gene was obtained and flanked by the L14725 and H15573 «

e 11; Quinteiro et al. 2008; Quinteiro et al. 1998). Within the majority primers. The alignment was 800 pb length from the initiation &

¢ of samples containing tuna it was identified the skipjack, codon of the CytB gene. This sequence shows a 99-100% with ;

. Katsuwonus pelamis based on CYTB and CR sequences. The ) partial cytochrome b haplotypes deposited in GenBank «

¢ yellowfin, T. albacares, is absent of the complete set of analysed ez nknawns mmgn/ (EU349422, EU349423, EU349424). The dlignment allows to o

products. Two products contained the frigate tuna Auxis thazard. ""f"&,ﬁ'l’ J[50]taly! design two set of primers in locations without infra-specific

An unexpected result was the presence, in diverse canned ME' variability.  The primers set Dmac-CB-1F/Dmac-CB-2R «

products, of the Aflantic mackerel, Scomber scombrus and| [[Cape Verdel delimitated a 198bp length fragment (CB12) within the 5" ¢

Atlantic chub mackerel, Scomber colias (Table 1). portion of the Cytochrome b. Alternatively, the Dmac-CB- «

Only two products, with two replicates (45U1-3, 5SU1-3), labelled asd 3F/Dmac-CB-4R  primers flanks a 181 bp length fragment &

confaining D. macarellus were successfully analysed by (CB34). Similarly, a 386 bp length alignment was elaborated for *
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