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Considering the effect of short and long range correlation of base pairs, dinucleotide frequencies in AN AHR I
different sites either of codon pairs of protein coding sequences or triplet pairs of intergenic sequences PubMed
were calculated for 7 archaea, 46 bacteria and 10 eukaryote genomes. Phylogenetic relationships were

constructed respectively for protein coding sequences and intergenic sequences. Archaea or

eukaryotes were clustered one independent branch by the two kinds of sequences. It shows that the

selected parameters are suitable. Compared with the phylogenetic relationship which was constructed

by amino acid sequences, it was found that the evolutions of protein coding, intergenic and amino acid

sequences have distinct differences for most firmicutes. We propose that the evolution information of

three kinds of sequences should be combined together so that a more natural phylogenetic relationship
can be obtained.
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