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摘要 提出比较2个字符序列的一个统计方法,并将它用于细菌和古细菌的基因序列,得出的系统树显示支持细菌和古细菌分为2个大的

类别.
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Abstract： A new statistical method to analyze symbolic sequences is proposed.The DNA sequences of 

prokaryotes are analyzed.The phylogenetic analysis shows that Bacteria and Archaea are separated into two 

groups,which supports Carl Woese’s "there kingdoms" theory. 
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