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Genetic variability and alleles analysis as a tool for epidemiological investigation on
trichinellosis outbreak occurred in Nice (France)
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Genetic variability and alleles analysis as a tool for epidemiological

investigation on trichinellosis outbreak occurredin Nice (France)
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Conclusions

* The isolates are characterized by, alleles and their
frequencies, and this makes them useful for tracing the
origin of an outbreak

* The genetic structure of isolates helps to define the
geographical boundaries of gene pools

* The genetic structure of isolates is a new tool in
epidemiological investigation

* The genetic structure shown in wild animals suggests
prevalence in that region
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