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I. Abstract Body (up to 250 words)
The present study investigated berries that grow in a wild way in Peru above 3500 m.a.s.l. and these have become medicinal importance due to its high concentration of antioxidants, and the symbiosis with several species of Lactobacillus, which are part of their native flora and they could be a valuable tool in order to increase natural benefits in different foodstuff. This study aims to analyze phylogeny and taxonomy based on 16S rDNA gene, these allow us the differentiation at species level. The bioinformatics analysis (BLAST and reconstruction of phylogenetic trees), showed the presence of genus Lactobacillus, Leuconostoc, and Weissiella. Some strains showed similarity about 100% with Weissella cibaria KACC 11862, Leuconostoc mesenteroids subsp. dextranicum and Leuconostoc mesenteroids subsp. mesenteroids located in the same clade in the phylogenetic tree, which would confirm its phylogenetic approach. The native strains of the genus Lactobacillus showed similarity with L. plantarum, L. paracasei, L. fermentum and L. pentosus, while others native strains of the same genus were located in different clades, confirming a probable diversity of species. Due to these results, it is suggested to carry out the phylogenetic analysis with more specific genes for their taxonomic location.
II. Mullaca (Vaccinium floribumdum kunth):
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