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Abstract

Short-read RNA sequencing has generated extensive collections of reads. The goal of our
work is the de novo identification of repetition families from RNA-seq reads. This would
help to discover novel repetition families, including transposable elements, in particular for
non-model species. This could also help to improve de novo transcriptome assembly.

We are specifically working with De Bruijn graphs, an efficient data structure where ev-
ery transcript corresponds to a path within this graph. Our research involves characterizing
complex regions that contain families of repetitions and replacing them with consensus nodes.
The objective of this novel method is to operate de novo, without relying on genomic refer-
ences nor repeat consensus sequences.

Preliminary results in dog and drosophila datasets have enabled us to identify regions of
the De Bruijn graph that are associated with various types of repetitions. Some of these
repetitions are TEs. Out of those, we expect that some correspond to full-length active
families, while others are TE-derived elements associated with TE insertions within genes.
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