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" The Study of Cladistic Methods for Allele Frequency Data
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Abstract Allele frequency data were very important for study of population genetics and evo-
lutionary biology. There were many procedures had been proposed for reconstruction of phylogeny
with this kind of data. The cladistic methods for allele frequency data were outlined and discussed in
present paper. Parsimonious and statistic methods of cladistics were frequently used for allele fre-
quency data. Parsimonious methods were composed by the three groups i. e data transformation,
additive tree and reconstruction of phylogenetic of phylogeny in frequency space. The characteristics
and limitations of the cladistic methods for allele frequency data were discussed in present paper.
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