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INSECT INVADERS ANALYSIS PIPELINE

WHAT HAPPENS TO THE GENETIC LOAD WHEN ALIEN SPECIES BECOME INVASIVE?

Barbara PORRO & Mathieu ZALLIO, Emeline DEULERY, Aurélie BLIN, Mathieu GAUTIER,
Eric LOMBAERT & Martine DA ROCHA

o,B'OLOG'CAL INVASIONS \ QZ\ REPRODUCTIBLE FAST WORKFLOW ! \

Biological invasions are becoming more and more frequent and impact
human activities and biodiversity. A decrease in genetic diversity in the
introduced populations compared to the native populations is observed
during biological invasions. This is basically explained by a reduced
number of individuals at the origin of the settlement of the new
population. To explain the success of an invasion despite low genetic Trimmed Raw Data
diversity, one hypothesis proposes a purging of the genetic loading (i.e., a
loss of deleterious mutations) in the introduced populations [1,2].
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3. Evolution of the genetic load during biological invasions.
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