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Diversity of S-layer proteins in vaginal lactobacillus crispatus
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Science and Technology , Northwest A&F University , Xianyang 712100, Shaanxi , China)

[ Abstract] Objective:To analyze and compare the diversity of S-layer proteins of Lactobacillus crispatus from women’s vaginas
in Xi’an and the diversity of S-layer proteins of L. crispatus from vaginal sources in the NCBI database. Methods: 100 specimens of va-
ginal secretions from patients seen in obstetrics and gynecology were selected,480 strains of curly lactobacilli were isolated from 10
specimens ,among which two strains showed significant differences in the S layer protein. Whole genome sequencing was performed on
them. And download the whole genome data of human vaginal derived Lactobacillus crispus from NCBI database,the diversity of S-layer
proteins of Lactobacillus. Results; The S-layer protein annotation genes had intra- and inter-strain diversity , with multiple S-layer protein
annotation genes in the same set of genomes and large similarity bias between strains. Phylogenetic analysis revealed that the S-layer
protein genes of Lactobacillus crispus vaginalis of Chinese origin had phylogenetic similarity with those of other human species. Conclu-
sion: The S-layer proteins of Lactobacillus crispus are characterized by interspecies and interstrain diversity, and Lactobacillus crispus
from different human species have similarities.
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