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Objectives:

The scientific objective of the project is to identify active retrotransposons (RTs) among the C.
canephora and the C. arabica genomes and to use these particular elements to better define the
genetic structure of the species and asses alleged role of C. canephora as a parental species of C.
arabica. We will focus on one class of Transposable Elements (TEs), those belonging to type 1,
which moves through an RNA intermediate according to a “copy and paste model”. It has been
shown that the movement of such elements can be induced by different type of stresses, biotic or
abiotic. It is also this type of elements that will introduce differences in isogenic lines or clones and
permit an individual and precise identification through fingerprinting.

We will identify such mobile RTs using available sequence data, genomic and transcriptomic, and
analyze plants submitted to different stresses susceptible to induce their movement.

The identification of such elements will provide an extremely valuable tool for the survey of any
coffee tree pedigree constituting thus a powerful tool of traceability and for the definition of
interesting genotypes to be included in breeding programs. It will also allow a better view of recent
genome dynamics, help the prediction of their movement and thus allow a better targeting for the
search of genetic diversity.
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