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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

Randomization

Blinding

Did the study involve field work? Yes No

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

been published), as accessible and easily utilized phyloseq objects in R, alongside cnidarian specific RDP annotation files.

NA

NA

NA

NA

A systematic review was conducted into the previously published cnidarian 16S rRNA gene sequences. All sequences were
reprocessed using the same pipeline to allow for cross comparison of data from older studies (published as OTUs) and newer studies
(published as ASVs).

16S rRNA gene amplicon sequences were downloaded from online databases (primarily Genbank), or acquired directly from authors.

Sampling was determined by the health status of the cnidarian sample, the amplified hypervariable region, and the sequencing
chemistry.

Sequences were downloaded, curated, and then processed.

Earliest included sequences were published in 2011, the most recent in 2021.

During the DADA2 pipeline, sequencing reads that did not have sufficient quality, or read length, were removed for quality control.

All analysis were conducted twice, using both rarefied and unrarefied data sets. Further, additional analysis were conducted only on a
subset of samples, to reduce the potential influence of different methodologies for sampling/storage/processing.

Groups were dependent on critical metadata, including host phylogeny ie. Cnidaria or Porifera, sequencing method ie. Mi-Seq, and
ocean bodies ie, Pacific or Atlantic.

Numerous factors resulted in a primarily blind study (barring some specific analyses) including; there were over 16,000 samples, each
sample had an alphanumeric code, there was extensive metadata associated with each sample, and the samples were acquired from
online databases and not personally collected.




