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« The Coffee Berry Borer (Hypothenemus hampei, Scolytinae, Curculionidae) has invaded all major coffee-producing areas in the world.

* The beetle is a model organism for studying rapid adaptation as it is a highly successful pest species.

* Females mate with their flightless brothers inside the coffee berry, before flying off to infest new berries, limiting gene flow.

« The CBB was discovered in Jamaica in 1978 and there is limited information about its evolutionary dynamics.

* We aimed to determine if Jamaican CBB populations originated from a single or multiple introduction events and to describe their
genome-wide patterns of variation and differentiation ~40 years after their initial discovery.

Methodology ~ Results
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After 44 years and over ~250 generations after the CBB was first recorded in Jamaica, there is some genetic differentiation
between the Jamaican localities.
Transposable elements (TEs) exhibit activity throughout various locations and could potentially be responsible for generating
genetic variation among the localities.

This finding lays the basis for future studies of rapid adaptation of this important insect pest.
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