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Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Life sciences study design
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Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
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codeplot/datasets/CGR2.

The databases used in this study include GTDB database Release 07-RS207 (https://data.gtdb.ecogenomic.org/releases/release207/), dbCAN-PUL (https://
bcb.unl.edu/dbcan_pul/Webserver/static/DBCAN-PUL/), KEGG database (https://www.genome.jp/kegg/), MIBiG version 1.4 (https://
mibig.secondarymetabolites.org/), checkv-db-v0.6(https://portal.nersc.gov/CheckV/), and Genebank (www.ncbi.nlm.nih.gov/genbank/);

The datasets used in this study include human gut metagenome sequencing data of a Chinese cohort (a part of 4D-SZ) (https://db.cngb.org/search/project/
CNP0000426/), HMP (https://portal.hmpdacc.org/), the Netherlands cohort (https://ega-archive.org/studies/EGAS00001005027), UHGG (http://ftp.ebi.ac.uk/pub/
databases/metagenomics/mgnify_genomes), BIO-ML (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA544527), hGMB (https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA656402), MGV (https://portal.nersc.gov/MGV/), and GPD (https://ftp.ebi.ac.uk/pub/databases/metagenomics/genome_sets/gut_phage_database/).

Sex / gender was not included in our study design and analysis.

This study recruited 299 participants from China, including 4 infants (aged 0-1), 7 children (aged 1-10), 30 teenagers (aged
11-20), 194 adults (aged 21-50), and 64 elders (aged >50).

We publish recruitment information through posters, and participants sign up voluntarily. All participants were recruited in
ShenZhen, China; Fecal samples were collected from 299 healthy donors not taking any drugs during the last months prior to
sampling. No additional volunteer selection criteria.

The collection of the 299 samples was approved by the Institutional Review Board on Bioethics and Biosafety of BGI.

This study collected 299 feces, isolated ~20,000 bacterial isolates, and generated 3324 high quality genomes. No sample size calculation was
performed, but the sample size and amount of generated sequence data are larger than currently published studies of similar

nature.

genomes with < 90% completeness or > 10% contamination were excluded. Quality controls used to exclude genomes were based on
previously published criteria.

Genomic data are publicly available, so analyzes can be reproduced using the data and software described in the Methods.

Randomization is applied when we select strains from the same cluster for sequencing based on a threshold of 98.7% identity of the 16S rRNA
gene sequence.

Blinding is not necessary for this study, because is not influenced by the subjective factors of the subjects or researchers.




