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All data generated or analysed during this study are included in this published article (and the Supplementary Information). The sequencing reads have been
submitted to the European Nucleotide Archive (ENA) under accession number PRJEB34755. To download BVAB sequences used in this study, and the Lactobacillus
species sequences generated in this study, please go to https://github.com/ctmrbio/BVAB-and-Lac-sequences .

We carried out a cross-sectional study with 345 young Swedish women. Before sample collection, we used "epitools" with power 0.8 and
significant level 0.05, and sample Sizes Tool for Case-Control Microbiome Studies (https://fedematt.shinyapps.io/shinyMB/) with power 0.95.
Both tools suggested around 100 samples in each group, which means around 200 samples in total. Our sample size is above this number and
should provide enough power to perform a solid statistic analysis.

A total of 33 women were excluded from the study due to antibiotics usage within the past three months (n = 18) or incomplete clinical
information (n = 15). Samples with low DNA concentration and low reads in sequencing (n = 55) were excluded from downstream microbiota
analysis.

There is only one sample from each participate and no replication was able to obtained during this study.

All participates were randomly collected without selection both from youth clinic and cervical screening clinics.

Investigators were blinded to group allocation during sample collection and HPV typing. After HPV typing, microbiota analysis is based on HPV
data without blinding. This is due to this study design is to find the relationship between HPV and microbiota. One of the two factors need to
be fixed for dividing groups.




