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The Important Concept of Molecular Ecology——Genetic Distance

and Its Measuring
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Abstract : Genetic distance is the extent of gene differences between populations or species that is measured
by some numerical quantity. The statistical and genetic properties of several typical distance measures will
be classified into two groups, i. e., measures for population classification and measures for evolutionary
study. Several basic mutation models, such as the infinite alleles mutation model, the stepwise mutation
model . the mutation in nucleotide sequences model and so on. together with some parameters and their
statistics relating to genetic distance, are reviewed too. Authors suggest that suitable models and software
packages should be chosen before analyses of all types of molecular data.
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