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Introduction: Fermented beverages have long been considered a traditional food, 
valued for their high nutritional content and sensory quality[1]. During their 
fermentation, Lactic Acid Bacteria (LAB), Acetic Acid Bacteria (AAB), and yeasts 
are involved, many of which have probiotic potential. LAB, which are Gram-positive 
bacilli or cocci belonging to the phylum Bacillota, stand out for their probiotic 
properties, especially those from the Lactobacillus genus[2]. In addition, they may 
contain CRISPR-Cas systems (Clustered Regularly Interspaced Short Palindromic 
Repeats), which serve as a prokaryotic adaptive immune mechanism against 
foreign genetic elements. These systems are present in over 40% of Lactobacillus 
species [3].   
The objective of this study is to identify and characterize Lactic Acid Bacteria 
isolated from tepache, pulque, and mother of vinegar through phenotypic and 
genomic profiling.  
 
Methodology: The study began with 18 isolates: five from mother of vinegar, five 
from pulque, five from kombucha tea, and three from tepache. Preliminary 
identification was performed using the Vitek system, followed by genomic DNA 
extraction and sequencing using Illumina technology to search for CRISPR-Cas 
sequences through bioinformatics platforms.  
Results: Based on the phenotypic profile of probiotic potential and Vitek system 
identification, five isolates were identified as belonging to the Lactobacillus genus: 
two from pulque, one from tepache, and one from mother of vinegar. The use of 
bioinformatics tools enabled complete identification of LAB isolated in the 
laboratory, as well as the detection of CRISPR-Cas systems and their in silico 
comparison with other sequences registered in the NCBI database. 
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