


2

nature
research

|
reporting

sum
m
ary

April2020

Behavioural & social sciences study design
All studies must disclose on these points even when the disclosure is negative.

Study description

Research sample

Sampling strategy

Data collection

Timing

Data exclusions

Non-participation

Randomization

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Human research participants

Clinical data

Dual use research of concern

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

Quantitative cross-sectional

Adult female twin pairs over age 18 were recruited from the Mid-Atlantic Twin Registry in Richmond Virginia. Women included in this
study were of self-reported European or African Ancestry. Data was collected during a previous study and details are available here:
https://www.nature.com/articles/npre.2010.5150.1 & https://pubmed.ncbi.nlm.nih.gov/25073854/

Twin pairs were randomly ascertained within race and zygosity class from the Mid-Atlantic Twin Registry. Sample size was estimated
by the excess of the intra-pair variance of DZ twins over that within MZ twins that can be quantified from the F-test (Vandenberg,
1966). Under the assumption that genetic effects are additive, F is a function of the heritability of the trait (in our case prevalence of
the species in individual twins). The model used for the power calculations assumes that gene effects are additive, mating is random
and that environmental effects are not correlated between twins (Jinks and Fulker, 1970). It was assumed that the raw data were
continuous and can be transformed to normality. Power would be lower for presence/absence data. It was determined that samples
of 100-200 pairs (similar to our reported sample size) would be required to detect moderate genetic effects on individual species.

Participants filled out a detailed questionnaire that included questions about ethnicity, education, employment, health habits, dietary
habits and sexual history. Clinicians also filled out a diagnosis form at the time of each visit that included information about the
purpose of each visit, and any diagnoses. Subjects were considered ‘healthy’ at the time of a visit if the purpose of the visit was for an
annual examination, they received no diagnosis and were asymptomatic (e.g. no abnormal discharge). BV testing was performed only
when indicated, and was based solely on Amsel’s criteria (Amsel et al., 1983). Samples were taken by a physician using CultureSwab
EZ (Becton Dickinson) from the mid-vaginal wall during a speculum examination. DNA was extracted from the swabs within 4 h of
collection using the Powersoil kit (MoBio). The swabs were swirled directly in the Powerbead tubes supplied with the kit and
processing was performed according to the manufacturer’s instructions.

2009–2013

A total of 380 mid-vaginal wall swabs were obtained from self-identified MZ or DZ twin participants (Table 1). Thirty-four samples
were collected from only one member of a twin pair and not included in these analyses. 7 twin pairs did not identify as African or
European ancestry and were not included.

This is a sub-set of data from the original study mentioned above. Only twins with zygosity and ancestry included in the original study
were included for these analysis.

Not applicable. Participants were allocated to groups based on self-identified ancestry.




