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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Reporting on sex and gender
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Sample size

Prodigal v 2.6.3

BLASTP v 2.6.0

tRNAscan-SE v 1.3.1

Rnammer v 1.2

fastANI v 1.3

trimmomatic v 0.36

snippy v 4.4.5

gubbins v 3.0.0

snp-site v 2.5.1

RAxML v 8.2.12

ape v 5.5

scripts used in this analysis are available on GitHub:

https://github.com/SligoMicrobe/MicrobeMom

A data availability statement is included in the manuscript with all details as requested. All raw sequencing data used in this study is available in the ENA repository
under accession number PRJEB48251 (https://www.ebi.ac.uk/ena/browser/view/PRJEB48251).

The sex of the infant is reported and considered as a covariate in the analysis of microbiome composition.

A cohort of healthy pregnant women and their subsequent off-spring. Individuals were eligible if they had a body mass index
(BMI) between 18·5 and 35 kg/m2, were aged over 18 years, capable of giving informed consent, and had an adequate level
of English language to enable study comprehension.

Pregnant individuals were recruited between 15th September 2016 and 12th July 2019. Pregnant individuals were screened
for eligibility for the study at their first antenatal visit (ten- and 15-weeks’ gestation), through review of their medical chart.
Individuals were eligible if they had a body mass index (BMI) between 18.5 and 35 kg/m2, were aged over 18 years, capable
of giving informed consent, and had an adequate level of English language to enable study comprehension. Exclusion criteria
included history of gestational diabetes (GDM), diabetes mellitus or pre-diabetes, multiple pregnancy, fetal anomaly,
previous perinatal death, any medical condition requiring treatment or unwillingness to limit intake of other probiotic food or
supplements during the trial.

Ethical approval for the study was received from National Maternity Hospital research ethics committee in February 2016 (EC
35.2015). Written informed consent was obtained from all participants and the study was completed in accordance with the
Declaration of Helsinki.

The analysis in this manuscript was performed on data collected during a randomised controlled trial (MicrobeMom: ISRCTN53023014) and




