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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.

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
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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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

Matching of CID-MS/MS data with RNA-seq database: ProteinPilot 5.0

Matching of EAD-MS/MS data with RNA-seq database: Mascot 2.5.1

MALDI-MS data visualisation and analysis: Bruker Data Analysis 6.0

Amino acid sequence alignment: MAFFT 7.504

Conotoxin gene evolutionary history: IQ-TREE 2.2

All RNA sequencing data have been deposited in the NCBI Sequence Read Archive (SRA) under BioProject accession number PRJNA943605 [https://
www.ncbi.nlm.nih.gov/sra/PRJNA943605]. Raw data for the adult C. magus from the Philippines are accessible under BioProject accession number PRJNA505200
[https://www.ncbi.nlm.nih.gov/bioproject/PRJNA505200]. Contigs were annotated using the non-redundant UniprotKB/SwissProt [http://www.uniprot.org] and
Conoserver [https://www.conoserver.org/] databases. Conotoxin precursor sequences have been deposited in NCBI GenBank [https://www.ncbi.nlm.nih.gov/
nuccore] under accession numbers OQ644315–OQ644445. Mass spectrometry proteomics data have been deposited in the ProteomeXchange Consortium via the
PRIDE partner repository with the dataset identifier PXD042133 [http://www.ebi.ac.uk/pride/archive/projects/PXD042133]. Source data for radular tooth
morphometry, principal component analysis and proteomics are available as Supplementary Data 1, 2 and 3, respectively.
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This study covers venom apparatus morphogenesis, feeding behaviour, radular tooth morphometry and venom composition during
the development of Conus magus.

The study was carried out on the cone snail Conus magus (Gastropoda, Conidae). One adult male and one adult female were sourced
from the Great Barrier Reef, Queensland, Australia. Both specimens were kept in a 8 L breeding tank with larvae, metamorphic stages
and juvenile specimens obtained from a single egg clutch.

No statistical method was used to predetermine sample size. For histology, sample size was determined to be adequate based on the
consistency of results between samples and on similar observations by Page, 2012 on Conus lividus. For transmission electron
microscopy of radular teeth, sample size was determined to be adequate based on the consistency of results between samples and
on similar observations on wild-caught specimens by Nybakken & Perron, 1988. No sampling was performed for behavioural
experiments and all observations were recorded. All remaining specimens were sacrificed for transcriptomics and proteomics studies.

Feeding behavioural data were collected at night at the Institute for Molecular Bioscience (IMB), University of Queensland (UQ) by
A.Rogalski (using pen and paper). Histological data were collected at IMB by A.Rogalski (on a computer). Images of live specimens and
electron microscopy data (TEM and SEM) were collected at the Centre for Microscopy and Microanalysis (CMM, UQ) by A.Rogalski




