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Abstract Base sequence diversity of mtDNA Cytb and D-loop gene of Nile tilapia were compared. The ratio of
polymorphic sites from Cytb to D-loop averaged 0.776 74, the average ratio of haplotype diversity 0.919 45, the ra-
tio of nucleotide diversity averaged 0.769 77, meanwhile it of nucleotide differences number averaged 0.936 19.
The average percentage of base conversion of Cytb and D-loop gene of Nile tilapia were 0.042 67 and 0.037 25,
whereas the average percentage of base transversion of Cytb and D-loop gene were 0.004 10 and 0.022 84, respec-
tively. These results revealed the differences between base sequence diversity of Cytb and D-loop gene.
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Table 2 Percentage of base transition and transversion of Cytb
and D-loop gene of Nile tilapia
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Genertion  Ratio of base transition ~ Ratio of base transversion
Cytb D-loop Cytb D-loop

F, 0.043 23 0.038 80  0.004 70 0.024 39
Fo 0.045 11 0.041 02 0.003 76 0.027 72
F, 0.059 21 0.047 67  0.005 48 0.027 72
Fy 0.033 83 0.03104 0.003 76 0.018 85
Fy 0.03195 0.02772  0.002 82 0.015 52
P 0.042 67 0.03725 0.004 10 0.022 84
Average
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Table 1 Ratio of nucleotide sequence diversity from Cytb to D-loop gene in 5 populations of Nile tilapia

S8 F, F, F, F, F, S8
Parameter Average
2L 0.738 19 0.799 41 0.862 11 0.679 05 0.804 92 0.776 74
Ratio of polymorphic sites

AT Z R 1.000 00 0.864 12 0.857 00 0.800 00 1.076 12 0.919 45
Ratio of haplotype diversity

B MR et 0.884 49 0.713 77 0.760 87 0.730 82 0.758 92 0.769 77
Ratio of nucleotide diversity
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