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Meat species identification using DNA based molecular techniques
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ABSTRACT

Techniques based on nucleotide sequencing and restriction fragment length polymorphism (RFLP) targeting
mitochondrial (mt) cytochrome B (cyt B) gene were developed for identification of species of meat in the present
study. Universal primers flanking mt cyt B gene were designed to yield a single amplicon of 450 bp size upon
polymerase chain reaction (PCR) in all meat animal species. Sequencing of mt cyt B gene of cattle (Bos indicus/ Bos
taurus), buffalo (Bubalus bubalis), sheep (Ovis aries), goat (Capra hircus), chicken (Gallus gallus) and pig (Sus
scrofa) was carried out and resultant sequences were aligned using Basic Local Alignment Search Tool (BLAST) of
National Centre for Biotechnological Information (NCBI) to establish the homogeneity and divergence in nucleotides
among these species to ascertain unambiguous identification of origin of a meat species. Closely related species like
cattle & buffalo; and sheep & goat could be differentiated conclusively by sequence analysis. Although nucleotide
sequencing is a highly accurate technique, it is time consuming and costly. Hence, an economical, rapid and reliable
RFLP method was developed. Nucleotide sequences of amplified fragments were mapped for restriction enzyme and
Mspl enzyme was found to possess restriction site only in cattle (198 and 252 bp) and pig (389 and 61 bp) but not in
other species studied that enabled development of an RFLP technique for the identification of beef and pork

simultaneously. The PCR-RFLP technique was found applicable even in the cooked and admixed meat samples.

Key words: Cytochrome B, PCR, RFLP, Sequencing, Speciation

Fraudulent substitutions of cherished and valued meats
by easily available low priced ones have been reported
worldwide. The scandal of adulteration of horse meat in
beef in the year 2013 in Europe is one such example of
widespread practice of fraudulence in meat trade. In India,
slaughter of cattle (Bos indicus/ Bos taurus) is restricted on
religious ground. Further, there is a ban on the export of
beef (from cattle) but export of buffalo meat is permitted.
Misrepresentations violating such beliefs and guidelines are
punishable under law. Owing to the potential health risk
linked to the consumption of beef associated with
transmissible spongiform encephalopathy (Ahmed et al.
2007) especially in Europe has led to ban on the use of
cattle (ruminant) derived products as animal feed. It is
essential to ensure meat authenticity for protecting
consumers sentiments, implementation of legislations on
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labeling and to protect fair trade (Singh and Sachan 2011).
DNA based molecular techniques have been increasingly
relied in the recent times owing to higher stability of DNA
that can even sustain thermal processing (Karabasanavar
et al. 2011; Wang et al. 2013). Mitochondrial targets are
preferred over nuclear genes due to high copy number and
conserved nature of mitochondrial sequences in all the cells
there by aiding in the enhanced sensitivity and preciseness
of PCR based assays not only in fresh meat but even in the
processed meat products (Fajardo et al. 2010). Of the several
mitochondrial targets, most widely used targets for species
identification include cytochrome B gene (Murugaiah et
al. 2009). Present study describes application of sequence
analysis and PCR-RFLP of mitochondrial cytochrome B
gene for the authentication of meat (fresh and cooked) and
detection of adulteration buffalo meat with beef (cattle).

MATERIALS AND METHODS

Meat samples: Meat samples of cattle (Bos indicus),
buffalo (Bubalus bubalis), goat (Capra hircus), and sheep
(Ovis aries) were collected from municipal slaughter house,
Chengicherla, Hyderabad. Chicken (Gallus gallus) and pig
(Sus scrofa) meat samples were collected from the authentic
retail shops located in Hyderabad city, Telangana, India.
Similarly, blood samples of different cattle breeds (Deoni,
Red Kandahari and Jersey cross-breeds) were collected from
Teaching Veterinary Clinical Complex, Veterinary College,
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Bidar, Karnataka, India.

DNA extraction: The DNA from meat samples was
extracted as per the method described by Chikuni et al.
(1990). DNA from blood was extracted by following the
procedure described by Sambrook and Russel (2001).

Thermal processing of beef samples: Fresh raw meat
samples were subjected to thermal processing at 72° C in
hot air oven for 30 min, steam cooking at 90°C for 30 min
and autoclaving at 121° C at 15 psi pressure for 30 min.

Preparation of meat mixture: In order to verify detection
of meat adulteration using PCR-RFLP of mitochondrial
cytochrome B gene, various combinations of meat mixtures
of beef in buffalo meat were prepared viz., 5:95, 10:90,
20:80, 40:60, 50:50, 60:40, 80:20, 90:10 and 95:5 (w/w).
From mixed meats, 10 mg each of meat was taken from ten
different portions and a total of 100 mg meat was subjected
for DNA extraction.

Designing of primers: Universal primers targeting
mitochondrial cytochrome B gene were designed by
analyzing nucleotide sequences downloaded from the
GenBank database (www.ncbi.nlm.nih.gov) of National
Centre for Biotechnology Information (NCBI). Conserved
region common to all the studied species was identified
and oligonucleotide primers were designed using online
NCBI software. Sequence of primers designed were -
Forward 5’ - CCC TTA CCC GAT TCT TCG CTT TCCA -
3’ and Reverse 52 - GGC ATT GGC TGA GTG GTC GGA
-3

Optimization of PCR: The PCR conditions were
optimized to obtain a desired amplicon of 450 bp from meat
samples. The cycling conditions comprised of initial
denaturation (94° C, 5 min) followed by 29 cycles of
denaturation (94° C, 45 s), primer annealing (58° C, 60 s)
and extension (72° C, 60 s); and the final extension (72°C,
10 min). The size of the amplicons was determined by
agarose gel electrophoresis as described by Sambrook and
Russel (2001).

Nucleotide sequencing and analysis of cytochrome B
gene: The PCR amplicons were custom sequenced and
aligned using Basic Local Alignment Search Tool (BLAST)
of NCBI.

Polymerase Chain Reaction- Restriction Fragment
Length Polymorphism (PCR-RFLP): The PCR amplicons
of mt cyt B gene of samples were subjected to restriction
enzyme digestion with Mspl restriction enzyme as per the
supplier’s instruction.

RESULTS AND DISCUSSION

Approaches followed for developing speciation
techniques included sequence analysis which enables
identification of species of all meat animals and Polymerase
Chain reaction - Restriction Fragment Length
Polymorphism (PCR - RFLP) for specific identification of
beef and pork since both cattle and pig meat are religiously
restricted/ prohibited for slaughter. Newly designed
universal primers targeting partial sequence of
mitochondrial cytochrome B gene amplified 450 bp
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Fig. 1. (a) PCR amplification of mt cytochrome B gene of
different meat species; 1 (b) PCR-RFLP of mt cytochrome B gene
in different meat species with Mspl restriction enzyme. Lane L:
100 bp ladder; C: cattle; B: buffalo; S: sheep; G: goat; Ch: chicken;

P: pig

fragment of mitochondrial cytochrome B gene in all the
samples tested viz. cattle, buffalo, sheep, goat, chicken and
pig (Fig. 1a). Nucleotide sequences of mitochondrial DNA
are more conserved within a species than nuclear DNA and
more number of mitochondria have been found per cell in
animals which increases the chances of survival of
mitochondrial DNA in different processing conditions to
which meat is often subjected to (Bellagamba et al. 2001).
Rate of mutation is high in mitochondrial DNA (ten times
greater than nuclear DNA) which facilitates quick
accumulation of mutations allowing the discrimination of
closely related species (Tobe ef al. 2010) than the genomic
DNA and hence mt cytochrome B gene have been
extensively used for species authentication (Kimwele et al.
2012; Wang et al. 2013).

Representative PCR amplicons were sequenced and
nucleotide sequences of cattle (Bos indicus), buffalo
(Bubalus bubalis), sheep (Ovis aries), goat (Capra hircus),
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Table 1. Nucleotide sequence similarity (upper triangle, %) and divergences (lower triangle, %) of mitochondrial
cytochrome B gene of different meat animal species

Percent similarity
Percent divergence 1 2 3 4 5 6
1 86.8 81.4 81.4 79.6 69.8 1 Bos indicus (KC415731)
2 14.9 84.1 81.7 80.8 71.0 2 Bubalus bubalis (KC415732)
3 19.3 16.7 85.9 76.6 69.8 3 Ovis aries (KC415729)
4 16.6 16.8 13.8 75.7 69.8 4 Capra hircus (KC415728)
5 22.7 20.3 24.8 23.6 73.4 5 Sus scrofa (KC415733)
6 344 31.9 324 30.9 29.2 6 Gallus gallus (KC415730)
1 2 3 4 5 6

chicken (Gallus gallus) and pig (Sus scrofa) were submitted
to the European Molecular Biology Laboratory (EMBL)
nucleotide sequence database (Accession Numbers:
KC415728 to KC415733). Retrieved sequences were
analysed using BLAST (www.ncbi.nlm.nih.gov/BLAST)
online tool and Clustal Omega (1.1.0) programme
(embl.ebi.ac.uk) for cattle, buffalo, sheep, goat, chicken and
pig (Fig. 3). Based on the alignment and divergence of the
nucleotide sequences (Table 1) with the sequences of
different meat animal species, given meat species was
confirmed. Resultant cattle mt cyt B gene sequence showed
86.8, 81.4, 81.4, 79.6 and 69.8 % similarity with buffalo,
sheep, goat, pig and chicken, respectively. Sequence
alignment of the mitochondrial cytochrome B gene
differentiated closely related species like cattle and buftalo
with divergence score of 14.9 % while sheep and goat
showed 13.8 % divergence which enables differentiation
even in closely related meat species. Availability of DNA
sequences for virtually every species in the centralized
databases makes it easier to identify and authenticate the
meat species. Thus sequencing and alignment of the mt cyt
B sequence using basic local search tool (BLAST) in NCBI
database can accurately identify meat species. It has the
advantage that this method has high level of accuracy and
is applicable for all meat animal species. However, DNA

L1 2 3 4

500 bp

200 bp

100 bp
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Fig. 2. (a) PCR amplification of mt cytochrome B gene in
thermally processed beef samples; 2 (b): PCR- RFLP of mt
cytochrome B gene with Mspl restriction enzyme in thermally
processed beef; Lane L: 100 bp ladder; 1: Fresh beef; 2: Meat
roasted at 72°C for 30 min; 3: Meat steam cooked at 90°C for 30
min; 4: Meat autoclaved at 121°C, 15 psi for 30 min.
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sequence analysis is costly, time consuming, requires high
end equipments and difficult to use for routine species
identification tests.

In order to economize and simplify the speciation
procedure, another PCR based method, i.e. PCR-RFLP was
developed and standardized. Restriction map of nucleotide
sequences of mt cyt B gene was analysed for cattle
(KC415731), buffalo (KC415732), sheep (KC415729), goat
(KC415728), pig (KC 415733) and chicken (KC415730)
revealed unique species specific restriction site. Restriction
enzyme Mspl was chosen for PCR-RFLP assay for the
differentiation of cattle and pig from other species, as this
enzyme generated fragments of 198 and 252 bp in cattle
and 389 and 61 bp in pig (Fig. 1b). However, buffalo, sheep,
goat and chicken did not possess any restriction site for
this enzyme in the targeted sequence. About 35 samples
arising from different meat animals (each species) were
subjected for PCR amplification and RFLP analysis.
Technique was also checked for its applicability in
processed meat products. Results revealed similar size of
amplicon and restriction products even in the thermally
processed beef meat samples heated at 72, 90 and 121°C
(Fig. 2a &b). However, the intensity of signal got reduced
with the increased cooking temperature and was lowest in
those meat samples subjected to 121°C, 15 psi for 30 min.
In order to confirm the effectiveness of PCR-RFLP method
among different breeds, the procedure was repeated using
DNA extracted from blood samples of different cattle breeds
of India, viz. Deoni, Red Kandahari and Jersey crossed with
local breed and their RFLP patterns are shown in (Fig. 4)
which reveals applicability of the technique in different
breeds of cattle. RFLP was helpful in showing diagnostic
polymorphism created by point mutations which were
highly conserved within mt cyt B gene. Restriction profiles
obtained were very valuable as genetic markers to
authenticate the presence of beef.

To study the efficacy of the technique to detect the extent
of adulteration of beef in buffalo meat, similar studies were
conducted on mixed meats containing various combinations
of beef in buffalo meat i.e. 5:95, 10:90, 20:80, 40:60, 50:50,
60:40, 80:20, 90:10, 95:5. The Mspl restriction enzyme
digested fragments of beef (1984252 bp) were clearly
visible in 50, 40, 20 and 10 percent presence of beef in
buffalo meat but was not clearly visible at 5% level. Beef
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—————— TCAGACACAGCGACAAAMAATTCCATTTCACCCTTACTACACCATTAA Hajoricy
1 20 30 4 50
1 =-====- TCAGAC|IGTIAGACAAART CCATT|CICACCTC TJAE‘TJ;hE[‘lTTJLAanimﬂic‘n!KEdlS?Sl.seq.E!ﬂ
1 === TCAGACACAGACAAAAT[lccaTT|eleaceclelTACTACACCATTAA Bubalus bubalis KC4L5732. 3eq. 5EQ
1l =«a«aa IC@G.&EIC&GII.&LITTCCTTEELEEETT.&T.&'I:I.L’.EI.TTIJ; Oviz apiez EC415729.38q
I BRTTCCAITCAGACACAGA|TIAAAATEICCATTTCACCCTTACTACACCATTAA Capea hizcus KC4L57283eq. seq
I = ==<«=-TCAGACA[TMAGACAAARTTECATTTCACCER|TACTACAC[TIATT A A %us scrofa KC415733.3eq
1 --[Fco]-C-Jeacmc@oacannarreca@rreaccclaTacTac[Tc c[T)r[C]a & Gallus gallus KCA1S730. seq
AGACATCCTAGGCGCCATACTACTAATCCTAGCCCTAATACTACTAGT AC Hajoricy
60 70 100
45 EIGAITITCTJLGGE[C—ECT G T A C Bos indicus KCALST3L. seq. SEQ
45 AGACATCCTAGGCGCC|C|ITAC 6T & C Bubslus bubalis KC415732. seq.5EQ
45 I.G.L(ATCCTI.GL'-GDATI.E GTAC Oviz aries EC415720.88]
£l JLG-AATETJLGGEGCEHTC G T A C Capra hircus KC4L5728s5eq. seq
45 l.l.‘rntl‘fc‘ful.‘.l:l.‘,l:t‘fa G T AlA] Sus scrofa KC415733.seq
45 acacart|rcT[Ee s c[rTalalcTlc ¢lc cfc Gallus gsllus KCA15730,3eq
TATTCACACCCGACCTCCTCGGEAGACCCAGACAACTACACCCCAGTCAAAGLRTC HMajoricy
110 120 130 140 150
95 TATTCEBJCACCCGACCTCCTCGGAGACCCAGA[TIAACTACACCC C[BJ6 C[CJA A[T] Bos indicus KCALSTIL. seq. SEQ
9 TATTCACACCCGACCTCCTCGGAGACCCAGACARCTACACCCCAGCAAAMC Bubalus bubalis KC4L5732, seq. SEQ
95 TJLTTClCEEEE-ACT CTCGOGAGACCCAGA[TIAACT R ACCCCAGCAAAC Ovis apiez EC415729.389
10l TATTCACACCEGACCT|AICTEGGAGACCCAGACAACTATA[TICCCAGC AAALC Capra hizcus KC4L57283eq. seq
a5 TiTTEClEE GACCT CT GEAGACCCAGACAACTACACCCCAGTCAAAC Sus acrofa ECA15733.3eq
95 TaTTelfcececc@laccrooTalesacacceachaBRlaacTIcACCcCCAGC AAAC Gallus gallus HCALSTI0. seq
CCACTCAACACACCCCCTCACATCAAACCTGAATGATATTTCCTATTTOGC Hajoricy
160 170 180 190 200
145 CCACTCAACACACC[T[CCTCACATCAAACCEIGAATGATACITTCTTATT T 6 Bos indicus KC4L573L. seq. SEQ
145 ccAcTCchhchcacc|rlccElcachTeAAACCTGAATGEITACITTCCTA T T[E]G ¢ Bubsius bubalis KC4L5732. 2eq.5EQ
145[‘E.l.['TilE.i.El.'EECETEAE&.TEIAACETGJLTGIT&TTT[‘ET&TTTGE Oviz arpiss EC415729.88g
151:cncrcnnncncccccrcncn’nnncc GAGITGBEITATTTCCTATT TGO Copra hircus KC4L5728meq. seqg
145 (C.&(TIC(C@CCEJLI.TTI.AAEC GLATGAIJ.TTTT;TTGI: Sus sceofa KC415733.3eq
145 CCACT aclejccccclajcalmlaToaaacclaAlc AATGATATTTEC TATTICl6e ¢ Gallus gallus KCA1S730,3eq
ATAhCGCAARTCTTACGATCAATCCCTAACAAMACTAGGAGGAGTECCTAGCCC Majority
210 220 230 240 250
195;racccu.‘rcr‘r;ccurcxn‘cccmn;ca;ncfnnsacsanfc‘rnsccc Bos indicus KC4L5731.=zeq. SEQ
IBSLTIEGCAi'TET'TL['DlTEAlTl!'l:T‘lAElAlCTlGGlGG@GTTETIGEL‘E Bubalus bubalis EC4L5T32. seq.3EQ]
195 ATACGCAATCTTACGATCAATECCTAAMAAACTAGGAGGAGTCE TEJ6 €€ Ovis aries KC4L5729.30q
200 ATACGCAATC TLfGlTCAITBfC@llElilETlGDiGBIGTfCTIGEEC Capra hircus EC4157Z8=eq.seq
195ThCGChT TAI:GTCL&TECT&A&ALCT&GGGGLGT T a6 C[T]e %us scrofa KC4LS733.3eq
s et a@eclelatclelracelelrcElatcccElaacaancTle s acs[Te Talc TA G cCc Gallus gallus KE4A15730. 3eq
TAGTECTETCAATEE TAATCETAGTTETAATGCECETECETECACACATCE Majoricy
260 270 2B0 230 300
245 T.ﬂ.GL’TCTI:hTL’CTiJATCT clcJtrcTaaT[c]c c oo T[afc Tafc & ¢ A cfc]T € © Bos indicus KC415731.=eq. SEQ
2-15TJ|.I:'-TCTCTCthTtCTilTL‘CTEﬂTTCT ATGecCccCTEcTAlc ACACATCC Bubalus bubalis KC4L573Z. seq. SEQ
245TLETCCTCTEIITCCTIITEETIL’-T T AT ECCETCETCEI&CLTEE Oviz aries KC415729.880
ZSITJLGT':CTCTCLAT':CTithTJLGTHCT TlalcccfT|TceTCoCcACACATC[T] Capra hircus KC4L5T28seq. seg
2&5Tnntnntt‘rtlﬂ@‘rt:f;jrcct‘gr‘rruarccccxrmcrmcncmcnrcc Suz scrofa KC415733.3eq
245 TAGICAGCICTC A TCCTEIT(ET‘ TCTAATECCCTTCCTCEIEL@ITL‘GﬂllLL&q'gL!.usKl:-ﬂ.lS?‘ID.#eq
AAMACAACGCGRARAGCATAATATTCCGACCACTCGCCCAATGCC Hajoricy
310 320 330 340
295 AAACAACGAAGCATAATATTCCGACCACTCGCCC[TJATGCC Bos indicus KCALS573L. seq. SEQ
295 AMACAACGAAGTATEIATGITTCCGACCACTCAGICCAATGCC Bubalus bubalis KC415732. seq. SEQ
285 AMACAACGEAGCATAATATTCCGACCACTCGCCC[GBATGCC Owis aries KCALS729.3eq
301 AMACAARCGAAGCATAATATTCCGACCACTCGECC Capra hircus KC4157283eq. seq
205 AAMAACAACGAAGCATAATATTCCGACCACTCGCCCAATGCTC Sus ascrofa EC415733.38q
29s AhhcaraccoraCalaTaaCelrTeceaccacTeseccglaToce Gallus gallus KC415730,3eq

Decoration ‘Decocation #1': Box cesiducs that differ from the Consensus.

Fig. 3. Aligned mitochondrial cytochrome B gene nucleotide sequences of different meat animals.

detection was taken as possible up to 10% admixture of
beef in buffalo meat (Fig. 5). Although the intensity of bands
of beef was low at 10% meat mixture, RFLP pattern was
clearly detectable on the 2 % agarose gel electrophoresis.
Similar result in heat treated meat products was reported
by Murugaiah et al. (2009).

Nucleotide sequencing is a highly accurate technique
which not only checks the authenticity of labeling but will
also determine the species to which meat belongs to.

However, method is costly as sequencing requires
sophisticated equipments. In addition, sequencing cannot
be used for admixed samples. Whereas, RFLP based method
is simple, rapid and versatile. Method is economical and
does not require sophisticated equipments (Boonphakdee
and Sawangwong 2008). However, RFLP results may be
affected by intra-specific polymorphism and mutation at
the restriction site. In the cases involving legal issues which
require very high accuracy combination of RFLP and
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252 bp
198 bp

Fig. 4. PCR - RFLP of mitochondrial cytochrome B gene with
Mspl restriction enzyme in different cattle (Bos indicus) breeds;
Lane L: 100 bp ladder; 1: Deoni breed; 2: Red Kandhari breed; 3:
Jersey crossed with local breed

Fig. 5. Polymerase chain reaction - restriction fragment length
polymorphism of mt Cytochrome B gene in admixed meats (beef
in carabeef). Percent of beef in buffalo meat mixtures digested
with Mspl restriction enzyme (a: 5:95; b: 10:90; ¢: 20:80; d: 40:60;
e: 50:50; f: 60:40; g: 80:20; A: 90:10; i: 95:5); Lanes L: 100 bp
ladder; C: 100% beef; B: 100 % carabeef.

sequencing method can conclusively identify the species
origin of meat.

Combination of nucleotide sequence analysis and PCR-
RFLP techniques targeting mitochondrial cytochrome B
gene can be test of choice for the detection of origin of
meat and authentication beef and pork. Sequence analysis
albeit costly was found suitable for the identification of all
species under study while, the RFLP technique was found
specific and sensitive for the accurate and precise
authentication of beef and pork in raw, cooked and
adulterated meat samples. In view of the social, religious,
economic, forensic and public health issues relating to
animal species authentication, the present work would

GOWDA ET AL.
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enable the analysts/ laboratories to solve the problem of
animal species authentication.
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