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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
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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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Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.

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

All sequence data associated with this project are available at the European Nucleotide Archive (project PRJEB55047) [https://www.ncbi.nlm.nih.gov/bioproject/
PRJEB55047]. This study also used previously published datasets with accessions SRR2017399 [https://www.ncbi.nlm.nih.gov/sra/SRR2017399], SRR2017400
[https://www.ncbi.nlm.nih.gov/sra/SRR2017400], SRR8949056–SRR8949077 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA534438]. Additional files are publicly
available at https://github.com/ChemaMD/OsedaxGenome. Source data are provided as a Source Data file.

Not applicable

Not applicable

Not applicable

Not applicable

Sequencing of the genome of the symbiotic annelids Osedax frankpressi, Oasisia alvinae and Riftia pachyptila

Entire individual of Osedax frankpressi, and given their size, tissue dissections of Oasisia alvinae and Riftia pachyptila. In all cases,
these were healthy representative adult specimens.

Specimens were collected randomly. Genome sequencing was performed from one single individual to avoid heterozygosity.

This study does not involve collection of data from the wild. Specimens for genome sequencing were collected with remotely
operated vehicles

Specimens were collected once on the 30th November 2004 (Osedax) and 14th November 2018 (Oasisia and Riftia)

No data was excluded from any of the analyses

Two biological replicates were collected for most RNA-seq datasets, whenever possible, which is a commonly accepted standard in
the field. All attempts to replicate were successful.

Tissue samples were allocated randomly for genomic and transcriptomic sequencing.

Specimens were chosen blindly for genome sequencing




