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Isolation and identification of Lactobacillus salivarius and sequencing
analysis of its whole genome
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Abstract; In order to better study the characteristics and probiotic properties of the Lactobacillus salivarius strain from Weining cattle in
Guizhou Province, and to subsequently develop probiotic products, this study used traditional microbiological methods to conduct in—depth
analyses of the strain’s biological characteristics and probiotic properties. After completing its whole genome sequencing and comparative ge-
nomic analysis using the nanopore sequencing technology, the study aimed to provide a foundation for further research on the strain. The re-
sults were as follows: Five strains of Lactobacillus salivarius (T1-T5) were isolated, and their homology with OR430873. 1 was 99. 86% —
100%. The T1-TS5 strains had good acid and bile salt resistance, and the T4 strain had good inhibition effect on Escherichia coli and Salmo-
nella. The total length of genome sequence of T4 was 1 918 675 bp, and the GC content was 33. 01%. 1861 coding genes, 22 rRNA operons
and 79 trnas were predicted in the Lactobacillus salivarius genome. A comparative analysis of the coding genes through gene Ontology (GO) ,
lineal Homologous cluster (COG) and Kyoto Encyclopedia of Genes and Genomes (KEGG) showed that there were more genes involved in
cell translation, ribosome structure, biosynthesis, metabolism and cellular processes. In conclusion, Lactobacillus salivarius with good acid
and bile salt resistance was obtained here, which had a good antibacterial effect and would be expected to be further developed as probiotic

products.
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