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ABSTRACT 

In Egypt, four species of Tilapia have been described based on 
morphometric, meristic and cytotaxonomical characteristics. These 

species are Tilapia zillii, Oreochromis niloticus, Oreochromis aureus 
and Sarotherodon galilaeus. The accurate identification of these 
fishes is complicated by the high variation in these characters, 
similarity among species and in some cases by the size of the fish. In 
this paper, we examined the use of polymerase chain reaction (PCR) 
and restriction fragment length polymorphisms (RFLPs) analysis of 
the nuclear small subunit ribosomal RNA gene (srDNA) for 
molecular identification of Tilapia spp. in Egypt. The present study 
aims to evaluate such advanced molecular biological approach for 
identification of Tilapia spp. Genomic DNA was extracted from the 
four species of Tilapia. About 2000 bp 18S ribosomal DNA was 
amplified by PCR using specific primers. The technique of restriction 
fragment length polymorphisms was used to identify the specific 18S 
rDNA for each species. O. niloticus rDNA 'RFLPs species-specific 
pattern is proved by digestion with restriction endonucleases AIwNI 
and Aval, On the other hand, digestion of amplified 18S rDNA with 
endonuclease enzymes Smal, Xmal and Sstll produced species-
specific patterns for T. zillii, O. aureus and S. galilaeus respectively. 
This indicates the efficiencies of these restriction endonuclease 
enzymes in species-specific identification of Tilapia spp. Restriction 
fragment length polymorphisms of the nuclear srDNA (RFLPs\PCR) 
proved to be a good tool for checking the relationships among species 
and their subspecies, even more than the morphological analysis. 



466 Sabry S. Ei-Serafr et ai. 

INTRODUCTION 

Tilapia is the common name for over than 70 species of perch­
like fishes (family Cichlidae) native to the fresh waters of tropical 
Africa (Trewavas, 1983 and Stiassny, 1992). The term is derived 
from the African native Bechuana word "thiape," meaning fish . They 
were first bred thousands of years ago in ancient ponds and aquaria 
for the tables of Egyptian pharaohs (Naylor et al, 2003). They 
include the mouth-brooding genera Sarotherodon [Sarolherodon 
galilaeus (Gfinthej 1862; Lortet, 1883 and Boulenger, 1899)] and 
Oreochromis, [Oreochromis niloticm (Linnaeus, 1757; Gunther, 
1864; Steindachner, 1864; Boulenger, 1898 and Trewavas, 1983) and 
Oreochromis aureus (Steindachner, 1864; Boulenger, 1899; Daget, 
1954; Blache & Miton, 1960 and Trewavas, 1965)] and substrate 
spawning Tilapia [Tilapia zilliii (Smith, 1840; Gervais, 1848; 
Giinther, 1859; 1862; 1864; Steindachner, 1870 and Boulenger, 
1899)]. These fishes have been widely distributed in tropical and 
subtropical countries. Tilapia are one of the most economical cultured 
fished in Egypt and several other countries. 

The morphological identification of Tilapia spp. is greatly 
complicated by the extensive intraspecific variation of the 
morphological characteristics used for classical identification 
(Albertson et ai, 1999). To overcome this obstacle, the use of 
molecular techniques as additional tools for the identification of these 
Tilapia spp. has been proposed. 

Analysis of the PCR fragments, which are all approximately 
the same size5 can either be based on restriction analysis (RFLP: 
restriction fragment length polymorphism) or on more sophisticated 
analytical procedures like DNA sequencing or on SSCP (single-
stranded conformational polymorphism) or on all of the above. 
Analysis of PCR fragments by RFLP has been feasible for identifying 
Atlantic snappers (Chow et ai, 1993), tuna species (Chow and Inoue, 
1993), tuna and bonito species (Ram et ai, 1996 and Quinteiro et ai, 
1998) and flatfish species (Cespedes et ai, 1998). The advantages of 
this method are due to its simplicity (Quinteiro et ai, 1998). 

The possibility of using sequence polymorphism in the small 
subunit ribosomal RNA gene (srDNA; 18S rRNA gene) of the DNA 
of the Tilapia spp. (four species) by means of PCR amplification and 
digestion with different restriction enzymes was investigated. This 
method was successfully employed before to construct the molecular 
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key for Aedes species (West et aL, 1997). It was also used to 
distinguish closely related parasitic worms and other different 
organisms (Wu et aL, 1999). 

The aim of this study was to investigate the feasibility of 
DNA-based approaches in addressing problems of identification of 
the four species of Tilapia sp., isolated from the River Nile by using 
RFLPs of the small subunit region of rDNA. 

MATERIAL AND METHODS 

Collection of Specimens; Live Tilapia fish samples were 
collected from El-Tawfiqi Stream (a branch of the Nile river) and 
transported to the laboratory in Faculty of Science- Zagazig 
University- Benha- Egypt. By using the morphometric analysis and 
the merestic analysis, the Tilapia spp. were laboriously differentiated 
into Tilapia zillii (Tilapia), Oreochromis niloticus and Oreochromis 
aureus (Oreochromis) and Sarotherodon galilaeus (Sarotherodon). 
The lives of the fish were terminated and liver pieces were stored in 
the freezer or in 95% ethanol until the DNA extraction started within 
one week. 

Extraction of genomic DNA; Total DNA was extracted from 
the four species of the Tilapia sp. ( Tilapia zillii, Oreochromis 
niloticus, Oreochromis aureus and Sarotherodon galilaeus) using the 
UNSET lysis solution. Liver pieces of each species were 
homogenized and resuspended in 500 \x\ of UNSET (Lysis solution; 
8M urea, 2% sodium dodecyl sulphate, 0.15M NaCl, 0.001M EDTA, 
0.1M Tris pH 7-5) (Hugo et aL, 1992). Phenol-chloroform extraction 
was used two to three times to separate the organic and aqueous 
phases. To precipitate the nucleic acid, iced absolute ethanol was 
added (2:1 v/v)? and left to incubate at -20°C'for 24 to 72 hours. The 
nucleic acids were recovered by centrifugation at -5,000 rpm for 15 
minutes. The pellet was dried and resuspended in 40 pi of sterile H20. 
One jil of the resuspended pellet was cheeked by 0.8% gel 
electrophoresis for the presence of DNA, as in Figure 1. 

Determination and amplification of rDNA by polymerase 
chain reaction (PCR)—To amplify the complete nuclear srRNA 
gene, one pi of whole-cell DNA template was used plus 
oligonucleotide. primers complementary either to the 5' and 3' ends of 
the gen^. (ssul and ssu2). The standard PCR reaction mixture was 
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used (Kessing el ai, 1989). The entire nuclear srDNA was amplified 
using the primers SSU1 (5'-CGACTGGTTGATCCTGCCAGTAG-
3') and SSU2 (3'-TCCTGATCCTTCTCAGGTTCAC-5') (Amresco) 
anchored respectively in the conserved extremities of the 18S 
ribosomal gene (Stohard & Rollinson, 1997). 

The standard polymerase chain reaction program for 
amplification of nuclear srRNA was: 30-35 cycles; one minute, at 
94°C; two to three minutes, at 45°C; and three minutes, at 72°C. 

Deoxynucleotide triphosphates (dNTP, dATP, dGTP, dTTP, 
and dCTP) were from Promega. The taq DNA polymerase used for 
the nuclear rDNA was from Boehringer Mannheim Biochemica. 

PCR products were isolated after separation by agarose gel 
electrophoresis (0.8 g agarose; BRL Ultrapure electrophoresis 
grade/100 ml lxTAE [Tris base, glacial acetic acid and EDTA]). 
Ethidium bromide was used to stain PCR products in the gel (50 
pg/100 ml lxTAE) for ten minutes. The PCR products (bands) were 
visualized under a UV lamp and then cut from the gel. Glassmilk 
DNA purification was used to purify the gene from the agarose gel. 
Three microlitres of the amplification products were visualized on 
0.8% ethidium bromide stained agarose gels to check the quality of 
amplification. The remaining 7 JJ.1 were mixed with 53 pi of water, 
and divided into 10 pi aliquots for enzyme digestion. 

The Nuclear rDNA-18S RFLPs Profiles. In the initial 
experiments the enzyme BglJ and EcoRI (Amersham, Life Science) 
was evaluated for its ability to differentiate all Tilapio species. 
Additional enzymes were tested including Sacll, Apul and Aval 
(Boehringer Mannheim) Smal% AlwNJ, Xmal and SstJI (Sigma Co, 
USA). One microlitre (10-12 units) was used for each digestion 
reaction, together with ] .2 pi of the respective enzyme buffer for a 
final volume of 12.2 \x\. The digestion was performed for -3.5 h at 
~37CC, and the digestion products were evaluated on 2% TBE-
agarose (FMC Bioproducts) gels and stained with ethidium bromide, 
Bands were detected upon ultraviolet transillumi nation and 
photographed (35mm Kodak Film, England). 

RESULTS 

Both morphometric and meristic analysis differentiated the 
collected samples into four Tilapia species. Two species belonged to 
genus Oreochromis: Oreochromis niloticus and Oreochromis aureus. 
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The third specis was Tilapia zillii and the fourth was Sarotherodon 
gaiilaeas. Advanced molecular biological tools were applied in order 
to confirm the differentiation of these species taking into 
consideration the morphometric and meristic analysis. Total cellular 
DNA was extracted from liver of Tilapia sp. (Tilapia zillii. 
Oreochromis niloticus, Oreochromis aureus and Sarotherodon 
galilaeus) and represented in Figure 1; lanes 1-4 represented Tilapia 
zillii, Oreochromis niloticus, Oreochromis aureus and Sarotherodon 
galilaeus DNA genome, respectively. The sizes of the PCR products 
of the nuclear srDNA were -2000 bp (Figure 2). The PCR product 
(the nuclear srDNA) of the Tilapia spp. was digested with Apal 
restriction endonuclease producing the same fragment lengths ( three 
bands; -250, -800, and -950 bp) with the four species T. zillii O. 
niloticus, O. aureus and S. galilaeus, respectively (Figure 3). Also. 
the small subunit ribosomal RNA gene of the four species when 
digested with Bgll restriction endonuclease, gave two restriction 
patterns (-750 and -1250 bp) (Figure 4). EcoRI endonuclease, when 
digested the nuclear srDNA, produced the same restriction fragment 
sizes with the four species of the Tilapia sp. (two bands; -350 and 
-1650 bp) (Figure 5). At the same time, the nuclear srDNA when 
digested with Seal! endonuclease produced three restriction 
fragments (-350, -650 and -1000 bp) with the four species of Tilapia 
spp. (Figure 6). 

AlwNI and Aval restriction endonucleases differentiated 
Oreochromis niloticus only when digested the nuclear srRNA gene of 
the four species. AlwNI restriction enzyme cut the nuclear srDNA of 
the species O. niloticus uniquely into two fragments (-300 and -1700 
bp) without digestion of the nuclear rDNA of the other three species 
(Figure 7). On the other hand, Aval restriction endonuclease digested 
the nsrDNA of O. niloticus to six restriction fragments (-100. -150. 
-250, -350, -500 and -650 bp) and the other strains (T zillii. O. 
aureus and S. galilaeus) into five restriction patterns (-200, -250, 
-300, -550 and -700 bp) (Figure 8). 

Tilapia zillii was digested uniquely by Smal restriction 
endonuclease into two bands (-950 and -1050 bp), whereas the other 
three species (O. niloticus, O. aureus and S. galilaeus) were not 
digested (Figure 9). Xmal restriction enzyme digested distinctively 
the nsrDNA of the Oreochromis aureus into two restriction fragments 
(-900 and -1100 bp), but the nsrDNA of T zillii, O. niloticus and S. 
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galilaeus were not digested at all with that restriction enzyme (Figure 
10). Also, Sarotherodon galilaeus nsrDNA was digested uniquely by 
SstH restriction endonuclease into two restriction bands (-400 and 
-1600 bp), while T. zillii, O. niloticus and O. aureus were digested 
into three restriction fragments (-350, -600 and -1050 bp) (Figure 
11). 

DISCUSSION 

Species identification based on morphological criteria and 
protein analysis is the most reliable and widely used method. Species-
specific banding patterns are typically generated by iso-electric 
focusing. This technique has proven to be reliable (Rehbein et aL, 
1995). Protein-based identification techniques become less reliable 
with fish. However, in some cases it is still possible to generate a 
banding pattern which enables identification (Hsieh et aL, 1997). As 
an alternative to protein analysis, DNA-based identification 
techniques have been proposed and investigated. The molecular 
techniques based on PCR-RFLP analysis of the srDNA have been 
extensively used for many analyses offish (Chow et aL, 1993; Chow 
and Inoue, 1993; Ram et aL, 1996 ; Cespedes et aL, 1998; Quinteiro 
et aL, 1998 and Fernandez, 2001), Englander and Moav, 1989; 
Wright, 1989; Franck et aL, 1992; Seyoujii and Komfield, 1992; 
Agnese et aL, 1997; Rognon ei aL, 1997 and Farias et aL, 1999 used 
restriction fragment length polymorphisms of nuclear and 
mitochondrial DNA PCR products (RFLPs\PCR) as a basis for 
examining relationships among Tilapia spp. and finding out if the 
four species monophylogenetic or polyphylogenetic species and 
discovering specific enzymes to identify individual subspecies. 

Apal Bgll EcoRI and Scall would differentiate nsrDNA 
sequences of 7! zillii. O. niloticus, O. aureus and £ galilaeus into one 
group. This indicated that the four species of Tilapia may follow the 
same species, or monophylogenetic species. It has been found that 
every one of the four could be differentiated from the others by 
RFLPs applied by using specific endonucieases to digest nsrDNA 
PCR products. Two restriction enzymes {AlwNI ox\& Aval) indicated 
that O. niloticus may be polyphylogenetic when compared to the 
other three subspecies. There were three restriction endonucieases 
(Smal Xmal and Sstll) that gave unique RFLPs for F zillii 0. aureus 
and S. galilaeus, respectively, through digestion of nsrDNA. This 
showed that Tilapia zillii, Oreochromis niloticus, Oreochromis 
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aureus and Sarotherodon galilaeus may be different subspecies and 
have polyphylogenetic relationships. 

Sequencing PCR fragments has become a standard technique 
in laboratories applying recombinant DNA technologies. Because of 
its high reproducibility. it might well become the advisable method 
for constructing such databases. They could be used to establish the 
authenticity of a sample unambiguously (e.g., at the species or 
subspecies level). Yet, several groups of researchers who compared 
the sequencing option with the RFLP option for analyzing fragments. 
claim that the RFLP option would be considerably simpler and faster 
(Ram el aL 1996; Cespedes el aL, 1998 and-Quinteiro et a/., 1998). 
In addition the RFLP technique is less costly. Ram el al. (1996) 
calculated that the RFLP option for analyzing fragments was about 
seven times lower in cost in consumables with respect to the 
sequencing option. 

REFERENCES 

Agnese, J, F. ; Adepo-Gourene, B. ; Abbam E. K. ; and Ferrnon, Y. 
(1997). Genetic differentiation among natural populations of 
the Nile tilapia Oreochrornis niloticus (Teleostei, cichlidae). 
Heredity., 79: 88-96. 

Albertson, R. C. ; Markert, J. A. ; Danley, P. D. and Kocher, T. D. 
(1999). Phytogeny of a rapidly evolving clade: The cichlid 
fishes of Lake Malawi, East Africa. Proc. Natl. Acad. Sci., 
9(5:5107-5110. 

Blache, J. and Miton, F. (1960). Poissons nouveau du bassin du 
Tchad et du bassin adjacent du Mayo Kebbi. (suite et fin). 
III. Cyprinodontidae-Cichlidae. Bull. Mus. Natl. Hist. Nat. 
(Ser.2), 52(3): 214-218. 

Boulenger, G. A. (1898). Catalogue of the fresh-water fishes of 
Africa in the British Museum (Natural History). Vol. 3. 
British Museum (Natural History).. London, and in 
"Proceedings of the Zoological Society of London; p 496 
and in: Transactions of the Zoological Society of London" 
75(1): p 17. 



472 Sabry S. El-Serafy et at. 

Boulenger, G. A, (1899). A revision of the African and Syrian fishes 
of the family Cichlidae. Part II. Proc. Zool. Soc. Loud. 1899 
(ptl). 95: 143 [1-47], Pis. 11-12. 

Cespedes, A. ; Garcia, T. ; Carrera, E. ; Gonzalez, I. ; Sanz, B. ; 
Hernandez, P. E. and Martin, R. (1998). Identification of 
flatfish species using polymerase chain reaction (PCR) 
amplification and restriction analysis of the cytochrome b 
gene. J. Food Sci„ 63:206-209. 

Chow, S. and Inoue, S. (1993). Intra- and interspecific restriction 
fragment length polymorphism in mitochondria! genes of 
Thurmus tuna species. Bull. Nat. Res, Inst. Far Seas Fish., 
30: 207-224. 

Chow, S.; Clarke, M. E. and Walsh, P. J. (1993). PCR-RFLP analysis 
on thirteen western Atlantic snappers (subfamily 
Lutjaninae): A simple method for species and stock 
identification. Fish. Bull., 91: 619-627. 

Daget, J. (1954). Les poissons du Niger Superieur. Mem. Inst. Franc. 
Afr. Noire No., 36: 1-391. 

Englander. E. and Moaw B. (1989). Cloning and characterization of a 
histone gene family in Tilapia fish. Biochim Biophys Acta 
1007,277-82. 

Farias, I. P. ; Orti, G. ; Sampaio, I. ; Schneider, H. and Meyer, A. 
(1999). Mitochondrial DNA phylogeny of the family 
Cichlidae: monophyly and fast molecular evolution of the 
Neotropical assemblage. J. Mol. EvoL 48: 703-711. 

Fernandez, A. ; Garcia. T. ; Asensio, L. ; Rodreguez, M. A. ; 
Gonzalez, I.; Hernandez, P. E. and Martin, R. (2001). PCR-
RFLP Analysis of the Internal Transcribed Spacer (ITS) 
Region for Identification of 3 Clam Species J. Food Sci., 66, 
No. 5. 

Franck, J. P. ; Wright, J. M. and McAndrew, B. J. (1992). Genetic 
variability in a family of satellite DNAs from tilapia (Pisces: 
Cichlidae). Genome, 35: 719-25. 



USING RESTRICTION FRAGMENT LENGTH 
POLYMORPHISMS OF SrDNA FOR IDENTIFICATION 

OF T1LAPIA SPR 

Gervais, F. L. P. (1848). Sur Ies animaux vertebres de PAIgerie, 
envisages sous le double rapport de la geographic 
zoologique et de la domestication. Ann. Sci. Nat., Paris 
(Zool) (Ser. 3)70:202-208. 

Gunther, A. (1859). Catalogue of the fishes in the British Museum. 
Catalogue of the acanthopterygian fishes in the collection of 
the British Museum. Gasterosteidae, Berycidae, Percidae, 
Aphredoderidae, Pristipomatidae, Mullidae, Sparidae., 7: i-
xxxi+ 1-524. 

Giinther, A. (1862). Catalogue of the fishes in the British Museum. 
Catalogue of the Acanthopterygii Pharyngognathi and 
Anacanthini in the collection of the British Muesum., 4: i-
xxi-M-534. 

Giinther, A. (1864) Description of a labynnthibranchiate fish from the 
Nile. Ann. Mag. Nat. Hist, (Sen 3) 7J(75): 211. 

Hsieh, Y-HP. : Chen, F. and Nur, M, (1997). Rapid identification of 
cooked red snapper using isoelectric focussing. 1 Food Sci., 
62:15-19, 

Hugo, E. R. ; Stewart, V. J. ; Gast, R. J. ; Byers, T. J. (1992). 
Purification of amoeba mtDNA using the UNSET 
procedure. In "Protocols in Protozoology," JJ . Lee & AT. 
Soldo, eds, Soc. Protozoologists, Lawrence, KA. pp D7.1-
D7.2. 

Kessing, B. ; Croom, H. ; Martin, A. ; Mclnlosh, C. ; McMillan, W. 
O. and Palumbi, S. (1989). The Simple Fool's Guild to PCR 
(S. Palumbi And C. Simon lab manual). 

Linnaeus, C. (1758). Systema Naturae, Ed. X. (Systema naturae per 
regna tria naturae, secundum classes, ordines, genera, 
species, cum characteribus, differentiis, synonymis, locis. 
Tomus I. Editio decima, reformats) Holmiae., 7: i-ii + 1-
824. 



474 Sabiy S. El-Serafy etal. 

Lortet, L. (1883). Etudes zoologiques sur la faune du lac de 
Tiberiade, suivies d'un apen?u sur la faune des lacs 
d'Antioche et de Horns. 1. Poissons et reptiles du lac de 
Tiberiade et de quelques autres parties de la Syrie. Arch. Mus. 
Lyon. 3:99-180, Pis. 6-18. 

Naylor, R. L. ; Goldburg, R. J. : Primavera, J. H. ; Kautsky, N. ; 
Beveridge, M, C. ; Clay, J. ; Folke, C. ; Lubchenco, J. ; 
Mooney, H. and TroelL M. (2001). Effects of aquaculture on 
world fish supplies. Mature, 405: 1017-1024. 

Quinteiro, J. ; Sotelo, C. G. ; Rehbein, H. ; Pryde, S. E. ; Medina, L ; 
PerezMartin, R. I. ; ReyMendez, M and Mackie, 1. M. (1998). 
Use of mtDNA direct polymerase chain reaction (PCR) 
sequencing and PCR-restriction fragment length polymorphism 
methodologies in species identification of canned tuna. J. 
Agric. Food Chem., 46: 11562-1669. 

Ram, J. L. ; Ram, M.L. and Baidoun, F, F. (1996). Authentication of 
canned tuna and bonito by sequence and restriction site 
analysis of polymerase chain reaction products of 
mitochondria! DNA. J. Agric. Food Chem.. 44: 2460-2467. 

Rehbein, FL ; Mackie, I.M. ; Pryde, S. ; Gonzales-Sotelo, C. ; Perez-
Martin, R. ; Quinteiro. J. and Rey-Mendez, M. (1995). Fish 
species identification in canned tuna by DNA analysis (PCR-
SSCP). lnfn. Fischwirtsch., 42: 209-212. 

Rognon, X. ; Andriamanga, M. ; McAndrew, B. and Guyomard, R. 
(1996), Allozyme variation in natural and cultured populations 
in two Tilapia species: Oreochromis rtiloticus and Tilapia 
zilliiL Heredity, 76: 640-650. 

Seyoum, S. and Kornfield, 1, (1992). Identification of the subspecies of 
Oreochromis niloticus (Pisces: Cichlidae) using restriction 
endonuclease analysis of mitochondria! DNA. Aquacult., 
/#2:29-42. 

Smith, A. (1840). "Illustrations to the Zoology of South Africa; 
consisting chiefly of Figures and descriptions of the objects of 
natural history collected during an expedition into the interior 
of South Africa in 1834-36 - Fishes, London; plate 5". 



USING RESTRICTION FRAGMENT LENGTH 475 
POLYMORPHISMS OF SrDNA FOR IDENTIFICATION 

OF TJLAPIA SPP. 

Steindachner, F. (] 864). Ichthyologische Notizen. Anzeiger K. Akad. 
Wiss. Math.-Naturwiss. Cl., 7(5): 37-38. 

Steindachner, F. (1870). Ichthyologische Notizen (X). Sitzungsber. 
Akad. Wiss. Wien, 623-642. 

Stiassny, M. L. J. ; Schliewen, U. K. and Dominey, W. J. (1992). A new 
species flock of cichlid fishes from Lake Bermin, Cameroon 
with a description of eight new species of Tilapia (Labroidei: 
Cichlidae). Ichthyo! Expl Freshwaters, 3: 311-346. 

r 

Stohard, J. R. ; Rollinson, D. (1997). Molecular characterization of 
Bulinus glohosus and B. tiasittus on Zanzibar, and an 
investigation of their roles in the epidemiology of Schisfosoma 
haemaiobium, Trans R Soc Trop Med Hyg., 91: 353-357. 

Trewavas, E. (1965). Tilapia aurea (Steindachner) and the status of 
Tilapia nilotica exui, T. monodi and T, lemassorti. !sr. J. Zoo!., 
i: 258-276. 

Trewavas, E. (1983). Tiiapiine fishes of the genera* Sarotherodon, 
Oreochromis and Danakilia. British Museum of Natural 
History, London, UK. 1-583, 

West, D. F. ; Payette, T. ; Mundy, T. and Black, I.V.W.C. (1997). 
Regional molecular genetic key of thirteen snow pool Aedes 
species (Diptera: Culicidae) in northern Colorado. J Med 
EntomoU 34: 404-410. 

Wright, J. M. (1989). Nucleotide sequence, genomic organization and 
evolution of a major repetitive DNA family in tilapia 
(Oreochromis mossambicuslhornorimi). Nucleic Acids Res., 
77:5071-9. 

Wu, Z. ; Nagano, I. ; Pozio, E. and Takahasfii, Y. (1999). Poiymerase 
chain reaction-restriction fragment length poiymophism (PCR-
RFLP) for the identification of Trichinella isolates. Parasit., 
7/5:211-218. 



476 S a b r y s. EI-3erafyg/q/. 

Fig. 1: DNA genome from Tilapia sp.. Lane M is the 1 kb DNA 
ladder (Gibco/Gaithersburg). Lanes 1 - 4 represent the DNA genome 
of Tilapia zillii, Oreochromis niloticus, Oreochromis auraeus and 
Sarotherodon galilaeus respectively. 

Fig. 2: Symbolized full-segment srDNA (-2000 bp) of Tilapia sp.. 
Lane M is the 1 kb DNA ladder (Gibco/Gaithersburg). Lanes 1 - 4 
represent srDNA of Tilapia zillii Oreochromis niloticus, 
Oreochromis aureus and Sarotherodon galilaeits respectively, 

Fig. 3: shows the representative RFLPs patterns from Tilapia zillii, 
Oreochromis mloticus, Oreochromis aureus and Sarotherodon 
galilaeits with Apal restriction endonuctease, which produced roughly 
the same fragments (three bands, -250, -800 and -950 bp, for all). 

Fig. 4: shows the representative RFLPs patterns from Tilapia zillii, 
Oreochromis niloticus, Oreochromis aureus and Sarotherodon 
galilaeus with Bgll restriction endonuclease, which produced roughly 
the same fragments (two bands, -750 and -3250 bp, for all). 

Fig. 5: shows the representative RFLPs patterns from Tilapia zillii, 
Oreochromis mloticus, Oreochromis aureus and Sarotherodon 
galilaeus with EcoRI restriction endonuclease, which produced 
roughly the same fragments (two bands, -350 and -1650 bp. for ail). 

Fig. 6: shows the representative RFLPs patterns from Tilapia zillii, 
Oreochromis niloticus, Oreochromis aureus and Sarotherodon 
galilaeus with Scall restriction endonuclease, which produced 
roughly the same fragments (three bands, -350, -650 and -1000 bp, 
for all). 

Fig. 7: shows AlwNI restriction enzyme digested the nsrDNA of 
Oreochromis niloticus uniquely into two different band sizes (-300 
and -1700 bp, lane 2) whereas Tilapia zillii Oreochromis aureus and 
Sarotherodon galilaeus nuclear genes were not digested at all by this 
restriction enzyme (lanes 1, 3 and 4). 

Fig. 8: shows Aval restriction enzyme digested the nsrDNA of 
Oreochromis niloticus to six different band sizes (-100, -150, -250, 
-350, -500 and -650 bp, lane 2) whereas Tilapia zillii, Oreochromis 
aureus and Sarotherodon galilaeus nuclear genes cut into five 
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restriction patterns ( -200, -250, -300, -550 and -700 bp; lanes 1, 3 
and 4). 

Fig. 9: shows Smal restriction enzyme digested the nsrDNA of 
Tilapia zillii uniquely into two different band sizes (-950 and -1050 
bp, lane 1) while Oreochromis nihtieus, Oreochromis aureus and 
Sarotherodon galilaeus nuclear genes were not digested (lanes 2, 3 
and 4). 

Fig. 10: shows that Xmal restriction enzyme digested distinctively the 
nsrDNA of the Oreochromis aureus into two restriction fragments 
(-900 and -1100 bp; lane 3), but the nsrDNAs of T. zillii, O. nihtieus 
and S. galilaeus were not digested at all with that restriction enzyme 
(lanes 1,2 and 4). 

Fig. 11: shows that Sarotherodon galilaeus nsrDNA was digested 
uniquely by Sstll restriction endonuclease into two restriction bands 
(-400 and -1600 bp; lane 4), whereas T. zillii, O. nihtieus and O. 
aureus nsrDNAs were digested into three restriction fragments (-350, 
-600 and -1050 bp; lanes 1,2 and 3). 










