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An archaea-centric 16S rRNA gene amplicon sequencing and quantification that targeted the gut microbiome of a diverse range of
animals.

Little is known about the composition and abundance of archaeal lineages in the gut, despite from a few host species. So we
collected feacal (or gut content) samples from diverse groups of animals including - mammals, birds, reptiles, fish, amphibians, and
invertebrates. Organism taxa, source and additional information on the samples are provided in Supplementary Dataset 1.

Guillaume Borrel contacted French zoological institutions and researchers to request the donation of faecal samples from animals
whose intestinal archaeome is poorly known. Samples were donated by Jérôme Fuchs from the Museum National d’Histoire
Naturelle (MNHN), Frédéric Delsuc (Institut des Sciences de l'Evolution, UMR5554), Alexis Lécu and Olivier Marquis from Parc
Zoologique de Paris, Baptiste Mulot and Hanae Pouillevet from Zoo de Beauval, Paola Dvihally and Dominique Gitton from Parc des
Mammelles, Yann Reynaud, Matthieu Pot, Gaëlle Gruel, Séverine Ferdinand from Institut Pasteur de Guadeloupe, Thomas Godoc
from Aquarium de Guadeloupe, Patrick Buisson and Sabine Collin at Palais de la Découverte, Jérôme Contignac and David Luis Garcias
Warner from Nabau Projects/Grupo Atrox, Aude Bourgeois from Jardin des Plantes de Paris, Jérémy Sauvanet, Anaïs Tibi and
Johnatan Aparicio. Faecal samples (n = 341) were stored at -20°C until DNA extraction. No sample size calculation was performed and
we collected all available samples. Main objectives of the study were fulfilled using the collected samples, such as highlighting several
factors driving the abundance and diversity of archaea in the animal gut.

Courtney Thomas collected host metadata from the EltonTraits database, the Animal Diversity Web database and the literature.
Other information about the samples was provided by the specialists who donated the samples. All data were recorded in
spreadsheet.

Sample donation began in July 2018 and concluded in May 2019. DNA extractions were preformed as samples were received and
concluded in July 2019. Quantitative PCR analyses began in May 2019. Sequencing was preformed in December of 2019. Analysis of
the data began in February 2020.

Our samples were primarily collected in Mainland France but also in French Guadalupe, the USA, and South Africa.

No sample was excluded from 16S rRNA gene amplicon sequencing or quantitative PCR. Samples with a low bacterial 16S rRNA gene
concentration compared to the DNA concentration were removed from qPCR analyses.

Reproducibility was addressed by comparing data obtained with different approaches on the same samples. For example, the
abundance of all archaea correlates with the sum of the abundance of individual archaeal lineages quantified independently.

No randomization was applied in our study as we have sampled only one individual for the vast majority of the animal species and
never more than 5 individuals.

Blinding was not used in our study as it is not a clinical trial.




