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1 The reprsentive RFLP haplotype of
COI-COII fragment of P. monodon on
agarose gel
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% 1 Haplotype and Nucleotide diversity within ten
geographic samples of P. monodon

Haplotype Nucleotide

Population Diversity Diversity

(h£SE) (m x 100)
TH1 0.859+ 0.040 2.885
TH2 0.899+ 0.035 3.556
TH3 0.845+ 0.051 2.930
TH4 0.885+ 0.037 2.966
THS5 0.860+ 0.042 2.925
AU 0.722+ 0.159 1.490
IN 0.182+ 0.144 0.194
IL 0.718+ 0.071 0.720
CY 0.843+ 0.036 3.084
PT 0.946+ 0.021 3.183
Average 0.776 + 0.005 2.393

2 Phenogram after P. monodon 16S and CO I-COII RFLP analysis. Length of line is genetic distance

calculated by software



