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All raw mass spectra for the metaproteome measurement from this study have been deposited into the ProteomeXchange repository with accession numbers:
ProteomeXchange-PXD030388; MassIVE-MSV000088561. The deposited data also includes the custom-built proteome database that includes sequenced
metagenome-derived predicted proteomes for all contigs except the target phage contigs, the phage proteome predicted in standard code (code 11), and the
phage proteome predicted in the alternative code (code 15), the human reference proteome from UniProt (UP000005640), common LC-MS/MS protein
contaminants, and reversed-decoy sequences of all proteins.

Genomes are publicly available as an analysis project via ggKbase (https://ggkbase.berkeley.edu/Alternatively_coded_phage_proteomics/organisms).

Information related to the sex and gender of the subjects was not collected. Fecal samples used in the present study were
selected from knowledge of the presence of near-complete phage genomes of interest from a larger study by co-author
Michael Morowitz. Therefore, sex and gender-based analysis was not relevant for the current study.

N.A. - samples were selected from adult and infant stool samples already collected for a related study. Specific patient ages
were not collected for the present study.

N.A. - the human fecal samples used in the present study were selected from samples already collected for a related study.

The human fecal samples used were collected with informed consent under a reviewed and approved IRB at the University of
Pittsburgh.

No sample size calculation was performed to determine sample size. This study was designed to capture protein expression of uncultivated
gut bacteriophages which use genetic codes that differ from their bacterial hosts. Samples were selected based on two criteria: (1) the
presence of target phage genomes and (2) if at least 100mg of stool was available for processing.

No data was excluded.

Each fecal sample contained limited biomass and allowed for only one extraction and enrichment, so sample reproducibility cannot be
confirmed. However, both fractions (filter residual and flow-through) of the phage enrichment were collected and measured.

No randomization was performed due to the limited number of samples.

The investigators were not blinded during experiments and outcome assessment. Blinding was not relevant to the study due to the nature of
the study since samples were selected for LC-MS/MS measurements based on metagenomic evidence of phage presence.




