


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
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- 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

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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Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

Data exclusions

Reproducibility

Randomization

Blinding

Did the study involve field work? Yes No

The sequencing data generated from this study, including the closed genome of Tritonibacter mobilis A3R06, whole genome sequencing and transcriptomic
sequences for experimental evolution populations have been deposited in NCBI under accession code PRJNA895449 [https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA895449]. Source data are provided with this paper.

This information is not collected in this study.

This information is not collected in this study.

This information is not collected in this study.

This information is not collected in this study.

This work studies experimental evolution of a phage-plasmid in the lab.

The research sample is a marine bacteria, Tritonibacter mobilis A3R06, isolated from marine particles from coastal ocean water of
Massachusetts, USA. The organism is studied for its global prevalence in the ocean ecosystem. This organism carries a phage-plasmid
naturally, without any artificial manipulation.

Sampling was performed for the purpose of genome/transcriptome sequencing. 500uL of liquid bacterial culture is sampled to
extract sufficient amount of DNA or RNA for Illumina sequencing. The liquid culture was well mixed before sampling.

Data collection for culture growth was performed with a GENESYS 30 spectrophotometer, with optical density values recorded on lab
notebook. Sequencing data was collected from the sequencing company, Microbial Genome Sequencing Center (Pittsburgh, PA).

Sampling of experimental evolution was from December 7th to December 14th, with liquid bacterial culture sampled every 24 hours
from independent experimental evolution populations of Tritonibacter mobilis A3R06. All culture was in 15 mL test tubes in the lab,
which marks the spatial scale of the sampling efforts.

No data is excluded from analyses.

Experimental evolution was performed in 15 independent replicate lines to ensure reproducibility.

This is not relevant to the study as no group was applied.

This is not relevant to the study as the sampling was from completely-mixed liquid culture of bacteria.




