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Sequencing, assembly, and annotation of the genome of Enterococcus mundtii (JBC 60).
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	Biological pest control mediated by bacteria has been widely applied in agriculture, either through direct use of microorganisms or by prospecting genes for transgenic plants. Recent studies have highlighted the potential of Enterococcus mundtii JBC 60 for controlling Spodoptera frugiperda. In bioassays, larvae exposed to this bacterium showed delayed development, indicating the need to investigate the genetic basis of this effect. This study aimed to sequence, assemble, and annotate the genome of E. mundtii JBC 60 to generate a high-quality genomic resource supporting the identification of genes related to its biological activity. The strain was reactivated in LB medium, and its identity was confirmed by 16S rRNA gene sequencing to exclude contamination. Whole-genome sequencing was performed using the MinION (Nanopore) platform. DNA concentration was measured with a Qubit 4.0 fluorometer, and integrity was verified by 1% agarose gel electrophoresis. Sequencing reads were filtered, adapters removed, and the genome assembled. Plasmid detection, structural and functional annotation, and genome quality assessment (completeness and contamination) were then conducted. The analysis revealed a circular genome comprising one chromosome (2,835,745 bp) and two plasmids (53,155 bp and 31,740 bp), with an average Phred score of 30. The assembly showed high completeness (99.625%) and low contamination (0.124 %), with a GC content of 38.27%, comparable to reference genomes in NCBI. These results provide a robust genomic foundation for future studies on the molecular mechanisms underlying the interaction between E. mundtii JBC 60 and S. frugiperda.
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