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Bayesian analysis of multilocus  genotype - 1
Genetic structure of parental and F1  generations in laboratory test
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Bayesian analysis,  K = 3, based on 7 polymorphic microsatellite loci
36 individuals (small vertical rectangles) each generation 
The color represents the probability of sharing group membership 



Bayesian analysis of multilocus  genotype - 2
Mixed infections in Extremadura T. spiralis isolates
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Bayesian analysis of multilocus  genotype - 3
Genetic structure of wild isolates from European regions
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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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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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