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The RNA-Seq data including raw reads are deposited in NCBI (https://www.ncbi.nlm.nih.gov/) under BioProject ID: PRJNA449022 (https://www.ncbi.nlm.nih.gov/
bioproject/PRJNA449022).

Please note that the data has been deposited but not yet made publically available (it will be released upon publication). We are happy to provide advanced access
to the reviewers, if desired.

Sample size calculations were not performed. Sample sizes were selected based on our previously published work, which provided
information on the samples size required for RNA-seq and qPCR to provide statistically significant results. Please note also that given the
nature of the sampling, opportunistic sampling at a rehabilitation hospital for endangered sea turtles (i.e. not laboratory model animals),
availability of certain tumor types was opportunistic.

A single RNA-seq sample was excluded from the analysis as the reads did not pass QC criteria.

Independent samples from independent tumors and individuals were used. While only applicable to the established external tumor cohort,
RNA-seq results generally replicated earlier findings from a smaller external tumor cohort (Duffy et al. Comms Bio 2018). For biomarker
analyses the top 11 candidates were verified in a completely independent cohort from a different population (see manuscript) from a
rehabilitation study in Texas. While it falls outside the scope of this manuscript, non-biomarker related RNA-seq findings were consistent
between this Florida cohort and the Texas cohort (full independent Texan study preprint: https://www.biorxiv.org/
content/10.1101/2020.10.29.360834v1).

Please note also that interventions to groups of patients were not conducted as part of this study, minimizing the need for randomization.
Turtles to be included in the study were naturally randomly selected, we had no input into which FP afflicted turtles stranded and were
admitted to our hospital, similarly we had no influence over rehabilitation process or surgical decisions, or decisions to euthanize patients
(euthanized turtles provided access for internal sampling). Therefore, all patients included in the study were randomly included by processes
we did not control (natural stranding events, state level assignment of turtles to individual rehab hospitals and independent veterinary
decisions), with our sampling activities being opportunistic as the opportunities arose.

Blinding was not relevant to this study. Groups were not artificially generated by researchers, either a tumor was internal or external, and
either an animal was released or died in rehab. For the transcriptomics analyses robust unbiased analysis types were used to investigate
differences between tumor groups (e.g. PCA plots and DE analysis).




