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To assembly the paired-end reads obtained with MiSeq
platform (Illumina), a new assembly pipeline that pays
particular attention to the quality of the assemblies, WGA-
LP [1], was used. The quality assessment of raw reads was
based on the usage of FastQC [2], Kraken [3], and Bracken
[4], the evaluation of coverage of the assembled contigs
with a new tool, with a final verification of the assemblies
thus obtained with CheckM [5], Merqury [6], and QUAST
[7]. After trimming Illumina adapters with Trimmomatic [8],
SPAdes [9] coupled with the plasmid search function was
used for the assembly of the genomes. The genomes thus
assembled were then aligned and ordered to a reference
sequence specific for the strain (L. casei NZ_CP006690.1, L.
paracasei NC_008526.1, L. rhamnosus NC_017482.1) using
Mauve [10]. The reference sequences of the various
virulence and antibiotic resistance genes were obtained
from the NCBI database, and using BLAST's tblastn
function, were aligned to the 14 genomes to verify their
eventual presence. For further verification, the amino acid
sequences that showed correspondence with reference
genes were translated into amino acid sequences and
aligned with Protein BLAST to the reference sequence. As
further verification, the genomes were aligned with RGI
[11] and ResFinder 4.1 [12] databases.

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

After the alignments carried out through
BLAST, the presence of any gene linked to
these determinants was not detected. Not
even the verification through specific
databases showed any match with any
determinant linked to resistance or
virulence factors. Therefore, the 14
lactobacilli examined in this
experimentation can be considered valid
candidates for the experimentation as
they do not involve the presence of
factors that could lead to potential
damage to the host.
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