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Abstract

The reconstruction of complete high-quality genomes from metagenomic data has
been one of the great advances brought by new bioinformatics tools. Drosophila is
emerging as a valuable model for studying the microbiota-host interaction, so
knowing and understanding the composition of its microbiota is relevant. This project
used metagenomic data taken from twenty-four different species of Drosophila to
reconstruct complete high-quality bacterial genomes with the purpose of determining
how accurate they were to represent the complexity and diversity of Drosophila
endosymbiont communities. To do this, we followed a bioinformatic workflow that
integrated various assembly and binning strategies that made it possible to recover
more than sixty high-quality genomes of the most abundant taxa like
Acetobacteraceae and Morganellaceae, families that were widely noted, among
others. In conclusion, we sustain that the Drosophila microbiota is taxonomically
restricted as has been discussed in previous works and raise the possibility for future

projects to perform phylogenomic analyzes with the reconstructed genomes.



