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A Case Study Using Site specific RateM odel in Insect
Phy logenetic Tree Reconstruction
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Abstract Canparison of different codon partition data schemes n phylogenetic tree constmction demonstrated the

advan tage of second codon partition data in phylogenetic analyses at sub fam ily level forGyrinidae and at fam ily level
for Hydradephaga using PAUP orM BayeswithME MPB orML criteria based on partialm ibchondrial CO I gene
sequences A ll optmal trees inferred using PA UP were obtained based on second codon partition data Trees n ferred

fram morphological data supporied he optinal trees The results suggest he site specific rate model ( codon parti

tioning schemes) is available appwach to reconstruct insect phylogenetic trees based on partial mitochondrial CO 1

gene sequences
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