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SNPs analysis

DH type DH1 DH3
Base number 135 | 655 . 825 915 942 759
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0
1
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4 52872 | 5.085535 5.19885
5 522695 | 5.18953 | 5.00504 | 4.96311 | 4.854435 | 5.149875 | 4.919025 | 5.204105
6 4.949475 | 4.95217 | 4.732485 | 4.63109 4.63129 4.87417 | 4.628135 | 4.974515
Ph Excursion 0.81733 | 0.94428 | 0.93414 1.03574 | 0.992115 | 1.134345 | 0.775565
7 4.67057 | 4.73466 | 4.483935 | 4.36832 4.43747 4.62313 | 4.386115 | 4.739225
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Supplementary figure legends

Figure S1. Microbial biodiversity in the vaginal microbiota.

Panel a reports the species richness analysis obtained through METAnnotatorX2 profiling of the 80
vaginal samples. Panel b shows the strain tracking result for the 4 Lactobacillus species analyzed in 80
vaginal samples, divided by CST I, 11, Il and V, through the use of strainGST software.

Figure S2. Analysis of bacteriocin gene distribution and correlation to inhibition halo.

Panel a reports an HCI analysis relative to the distribution of the six bacteriocin clusters (LCB) between
the analyzed strains of Lb. crispatus, while panel b) shows correlation of the presence of the six different
LCB and the inhibition halo of Lb. crispatus grown with the nine species used as test.

Figure S3. Evaluation of lactic acid production by vaginal lactobacilli.

Panel a displays the pH lowering through fermentation process in MRS. The variation of pH as a function
of time is reported. Panel b) shows the evaluation of lactic acid production through fermentation process

in Simulated Vaginal Fluid (SVF). The variation of pH as a function of time is reported.

Figure S4. SNP analysis in DH genes.

The figure reports all five SNPs identified in the DH1 gene and the single SNP identified in the DH3
gene, with the relative NT substitution. Additionally, for the SNP at position 655 in the DH1 gene, is
reported also the relative AA subsitution, correlated to pH profile of each Lb. crispatus genome isolated
from human vagina.

Figure S5. Cluster of genes for glycogen metabolism in Lactobacillus crispatus.

The figure shows the cluster of genes involved in glycogen metabolism conserved within the
Lactobacillus crispatus strains used in the growth assays. Panels a) and b) show the genes present within

the conserved cluster for glycogen metabolism both in LB57 and PRL2021 strains.



