


2

n
atu

re
p

o
rtfo

lio
|

rep
o

rtin
g

su
m

m
ary

M
a

rch
2021

Data
Policy information about availability of data

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

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

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

Sample size

Data exclusions

Replication

Randomization

Blinding

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

Source data are provided with this paper. Shotgun metagenomic sequencing data (Illumina and ONT) and SPMP hybrid MAGs are available from the European
Nucleotide Archive (ENA – https://www.ebi.ac.uk/ena/browser/home) under project accession number PRJEB49168. All SPMP MAGs, a corresponding Kraken
database, gene annotations and BGC sequences are available on Figshare at https://figshare.com/collections/SPMP/5993596.

SPMP genomes were compared to the GTDB database (release 95, https://gtdb.ecogenomic.org). UHGG genomes and a corresponding Kraken database are
available from http://ftp.ebi.ac.uk/pub/databases/metagenomics/mgnify_genomes/human-gut/v1.0/. SGB genomes are available from http://
segatalab.cibio.unitn.it/data/Pasolli_et_al.html. HRGM genomes from the initial release are available from https://www.mbiomenet.org/HRGM/. The Kraken
standard database used to assess Bifidobacterium abundances is available from https://benlangmead.github.io/aws-indexes/k2. Databases used for antiSMASH
analysis of SPMP BGCs are available from v5.1.2 of the antiSMASH software, while the MIBiG 2.0 database are available from https://
mibig.secondarymetabolites.org/download.

Source code for scripts used to analyze the data are available in a GitHub project at https://github.com/CSB5/SPMP.

Sample size was determined based on available resources, as such no statistical analysis was used to predetermine sample size.

No data was excluded in this study.

This is cross sectional study without sample replicate.

No randomization was required as the study design was observational.

No blinding was planned as the study design was observational.




