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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

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

The sequence data and genome assembly files of the hadal snailfish have been deposited in the NCBI BioProject database with accession numbers PRJNA852951
(genome data) and PRJNA855356 (transcriptome data). The custom scripts have deposited in GitHub (https://github.com/wenjie-xu-nwpu/hadal_snailfish).

Use the terms sex (biological attribute) and gender (shaped by social and cultural circumstances) carefully in order to avoid 
confusing both terms. Indicate if findings apply to only one sex or gender; describe whether sex and gender were considered in 
study design whether sex and/or gender was determined based on self-reporting or assigned and methods used. Provide in the 
source data disaggregated sex and gender data where this information has been collected, and consent has been obtained for 
sharing of individual-level data; provide overall numbers in this Reporting Summary.  Please state if this information has not 
been collected. Report sex- and gender-based analyses where performed, justify reasons for lack of sex- and gender-based 
analysis.

Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic 
information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study 
design questions and have nothing to add here, write "See above."

Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and 
how these are likely to impact results.

Identify the organization(s) that approved the study protocol.

Analyses consisted of standard bioinformatic pipelines. Detailed methods, and parameters and softwares used are described in the
manuscript. When possible replicates were used to increase statistical power, and all data was confirmed to be of high quality before
analyses.

Four hadal snailfish collected from the Marianas Trench, along with four Tanaka's snailfish collected from the southern Yellow Sea.
The specific sampling locations are detailed in supplementary table 1.

Sampling procedures and sample sizes for individual experiments are provided in the Methods section. Genomic DNA was extracted
from the muscle of four hadal snailfish collected from the Mariana Trench, and four Tanaka's snailfish collected from the southern
Yellow Sea. Data quality was assessed and determined to be of high quality before and after analyses as described in the manuscript.

All data were collected in the author's laboratory or downloaded from NCBI Genbank and the literature described in the manuscript.
See the method section for details.

N/A

No data collected were excluded from analyses.

The genomes of hadal snailfish and Tanaka's snailfish were sequenced and combined to the chromosome level. In transcriptome
sequencing, more than one biological replicate was analyzed for each sample. More details are provided in the methods and




