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Introduction

This work consist of a preliminary screening of bacterial stains to research possible risk factors in their use in the food sector and use as
probiotics. As representatives of a collection consisting of 200 bacteria belonging to the Lacticaseibacillus genus, based on the source of
isolation and electrophoretic profiles obtained by RAPD, REP, and SAU, the genome of 14 strains (4 identified as L. casei, 6 identified as L.
paracasei, and 4 identified as L. rhamnosus) were sequenced and assembled with a newly built pipeline. Following a literature review,
genes related to antibiotic resistance and associated with characteristics that confer virulence within Lactobacillus spp. were identified.
The reported genes were then searched within the 14 assembled genomes using BLAST. As further verification, the genomes were
analyzed using databases of resistance and virulence genes
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