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Abgract : Internd transcribed gacers in ribosoma DNA were often used as nolecuar sequence in phylogenetic sudy
a the population and ecies levd. PCR was used to ilate the conplete sequence of internd transcribed gpacer
(ITSI-5. 85 ITR) and partid 18S and 28S sequence from Oreochromis aureus and O. nilaticus. The andyds of ten
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clonesfromfour individud sindicated that O. aureus had two typesdf ITSL (ITSla and ITSLb) with dfferent lengths.

ITSla was 536 bp , GC content was 69. 96 % ; ITSLb was 520 bp , GC content was 69. 04 % - 69. 42 %. The andyssd
ten donesfromfour O. nilaticus individud s indicated that only ITSla exiged in O. nilaticus which was 536 - 540 bp
in lengh, and 69.42% - 70.19% in GC oortent. Gonpared with ITSlb, ITSla had 16 bp sequences
(GACOCACCTACGACAT) which wasingerted from 16 nt to 31 nt. 5.8Sdf dl the 20 ssquencesfrom O. aureus and

O. nilaticus was 157 bp , GC cortent was 56. 69 % - 57.96 % ,and ITS2 was 408 bp , GC content was 72. 79 % -

74. 26 %. The high identity of ITS between O. aureus and O. nilaticus indicated that the genetic reationship of the two

Oreochromis was very close. Furthermmore , PAGE dectrophoress was used to invedigate the ITSL divergence o O.

aureus, O. nilaticus and O. aureuss ( @) x O. nilaticus ( ¢) with diginguished nomphologca characters. The
andyds showed tha dl of the 14 O. aureus individua's had two typesof ITSL; 1 individud o the 15 O. nilaticus and
6 individudsdf the 15 O. aureus ( ) x O. nilaticus ( %) had two typesdf ITSL. Thispaper showed the population

o O. aureus had high idertity while 1 individud of O. nilaticus was genetic mixture with O. aureus in the locus of

ITSL and it do indicated that the means of nolecular hiology is nore accurate than the means of norphology in

gernplasm idertification.
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ITS
:F:5- TCGCAA TAA GIGTCT CGT AG-3
R:5-CAC GCA CAT ACC ATC TGT TIT CG-3
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Tablel Thelengthsand GC contents o ITSfragmentsin different clones

ITSL 5.8S T2
ac [ce: [ces
Individud  Clones e Lengh ~ oreentae e Lengh ~ oreentae cC Lengh  Horeentae
oontent (bp) divergence content () divergence content () divergence
(%) (%) (%) (%) (%) (%)
Al 69. 96 536 57.32 157 74. 26 408
A2 A2-1 69. 23 520 0.13 57.32 157 0 74.02 408 0
A2-2 69.23 520 57.32 157 74.02 408
A2-3 69. 04 520 57.32 157 74.02 408
A2- 4 69. 96 536 57.32 157 74.02 408
A3 A3-1 69. 42 520 0.64 57.69 157 0.638 73.84 408 0.125
A3- 2 69. 42 520 57.96 157 74.02 408
A3-3 69. 42 520 56. 69 157 74.02 408
A3- 4 69. 96 536 57.32 157 74. 26 408
A4 69. 42 520 56. 69 157 74.02 408
N1 70.19 540 57. 69 157 74.26 408
N2 70.00 540 57.05 157 74. 26 408
N3 N3- 1 69. 42 536 0.528 57.69 157 0.638 74.08 408 1.39
N3- 2 69. 44 540 57. 96 157 72.79 408
N3- 3 69. 81 540 57.76 157 73.04 408
N3- 4 70.00 540 57.32 157 74. 26 408
N4 N4-1 69. 81 540 0.28 57.32 157 0.32 74. 26 408 0.25
N4 - 2 70.00 540 57.32 157 74.26 408
N4- 3 70.00 540 57.32 157 74.02 408
N4- 4 69. 81 540 57.69 157 73.77 408
Al A4 ;N1 N4. Al- A4. Oreochromis aureus; N1- N4. O. nilaticas.
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Fig.1 Hectrophoresisresult of ITSL
M. FBR322 DNA 1114 ;15 20 ;30 44.

M. PBR322 DNA Marker ; 1- 14. Oreochromis aureus; 15- 29. O. aurews ( &) x O. nilaticus ( ¢) ; 30- 44. O. nilcticus.
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