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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

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.

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

Data availability.- The crAssBcn phages genomes data generated in that support the findings of this study have been deposited in GenBank” with the GenBank
accession codes available in Supplementary Table 3 and is publicly available. Other supporting information data generated in this study (tree gene sequences, tree
alignments and values) can be found in https://data.cyverse.org/dav-anon/iplant/home/lolesramosub/Ramos-Barbero%2C%20MD%2C%20G%C3%B3mez-G%C3%
B3mez%2C%20C.%20%2C%20Sala%2C%20L%20%28...%29%26%20Muniesa%2C%20M.%202023%20Supporting%20information/Ramos-Barbero%202023%
20Supporting%20information.rar. The following databases were used: Pfam (http://pfam.xfam.org/), SMART (http://smart.embl-heidelberg.de/) TIGRFAMs (https://
www.jcvi.org/research/tigrfams) and CDD (https://www.ncbi.nlm.nih.gov/Structure/cdd/cdd.shtml). Database of metagenomes in Figure 6 is available in
Supplementary Data 3. Source data for supplementary figure 2 are provided in the Source Data file. Source data for supplementary figure 6 are provided in
Supplementary Data 2. The authors declare that all other data supporting the findings of this study are available within the paper and its supplementary files.

Not applicable

Not applicable

Not applicable

Not applicable

Sample size is not applicable in our study. In the figures, the number of phages used were 25, that corresponded to all the phages that we
were able to isolate or to their representatives for each species detected. The number of sewage samples used were the number of samples
required to allow the isolation of these 25 phages, since they were sufficient for the goal of the study, that was to isolate a group of new
phages from our geographical area. When comparing these phages with other phage genomes the number of genomes corresponded to all
the non-redundant genomes available in the databases. When using different metagenomes around the world, we generated a database
including all the metagenomes of sufficient quality available in the databases.

No data was excluded

All experiments were repeated in triplicate and are reproducible. Bioinformatic analysis were performed in duplicate and are reproducible.

This is not applicable in our study since no group of individuals were used. When concerning metagenomes available in databases, all were
selected for our study

Blinding was not relevant to the study since no group of individuals was selected and no results from given individual or group of individuals
were obtained that would required blinding.




