Data Availability & Reproducibility Guidelines
Paleobiology supports the principles of open research. Accordingly, we require any necessary data, code, or software to reproduce the study (see examples below). All files must be submitted in a format that allows the data and methods to be accessible, interoperable, and reusable, following FAIR principles. The data and code underpinning the results must be accessible during peer review and deposited in a stable, publicly available repository upon publication. Please note that Paleobiology fully covers the costs of publishing raw data, code, and supplemental files to Dryad and Zenodo. Authors are required to include a link to the data and code in their Data Availability Statement and/or submit them as part of the supplementary materials.
Please ensure your supplemental data type(s) match the repository(s) uploaded to:
· Dryad.—raw numerical data files.
· Zenodo.—supplemental figures, tables, appendices, movies, etc.
· Morphobank.—morphological data matrices and character information (NEXUS or TNT)
Examples of required supporting files:
Studies that use occurrence-based data: 
1. Data compiled from the literature or custom databases need to be provided in full as needed by the analyses in the study, not simply references to where the data were obtained. These data may take the form of occurrences in rows that correspond to individuals, species, or other units of analysis, with associated information on counts, traits, or presence-absence information, or species-by-site or species-by-bed (presence-absence or abundance) matrices, as used in studies of sediment cores or outcrops.
2. Data compiled from publicly accessible databases (e.g., Paleobiology Database, environmental datasets) need to provide the detailed arguments and search parameters used to generate the data, and the date the data were downloaded. Otherwise, the downloaded data can be provided in full. 
Studies that use phenotypic trait data. In general, raw data must be provided, even if derivative variables (like ratios) are the basis for the analysis.
1. Any length measurements must be provided in a common tabular format (for example, .xslx, .txt, .csv). Information about units must be included.
2. Landmark data must be provided in .txt or .tps format. A metadata file linking the landmark data to specimen information should be included. The metadata file should include information about scaling if this information is not embedded in the landmark datafile.  
3. Character (discrete) data must be provided in common tabular format or through use of a publicly available repository, such as Morphobank. Character descriptions must also be included.
4. "Landmark-free" analyses should be supported by archiving of the processed but pre-aligned 3D models, as well as extractions of point clouds or distance matrices as appropriate.  
Note that this list provides examples of common data used in paleobiological studies and is not exhaustive. Authors are welcome to contact the Editorial Board for assistance if they have questions regarding what data and code is required.
Regardless of type of data, all code for manipulating the data, including post-processing data manipulation steps, must be submitted.  Detailed description of software used for analysis or any code used for analysis (unless exclusively for creating figures) must also be submitted.
