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- 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

Human research participants
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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.
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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

Timing and spatial scale

Data exclusions

Reproducibility

The data that support the findings of this study are available under CC-BY 4.0 license from Figshare: https://doi.org/10.6084/m9.figshare.16850419; high-resolution
maps can be assessed at https://doi.org/10.6084/m9.figshare.16850446. We partly acquired body length data of Collembola from BETSI: https://
portail.betsi.cnrs.fr/node/2

The study does not involve any human research participants. We did not select or report springtail data based on sex since it
was out of the scope of this study

See above

We used all available data

Not applicable

This study used abundances and taxonomic identifications from 2,470 local springtail communities to assess the latitudinal gradients
and the global distribution drivers and patterns of density, species richness, biomass and community metabolism of soil springtails.
We used globally available environmental variables in a factorial analysis (spatial extrapolation with random forest) and in a factorial-
hierarchical way (structural-equation modelling).

Each sample in the analysis is represented by a sampling site where density and/or species richness of springtail communities were
described. Each site-level average estimate is characterized by several soil samples (6 is the median) from which springtails were
extracted. Data were primarily collected from individual archives of contributing co-authors and complemented with published
literature and existing databases (Edaphobase). The initial data collection was unselective.

Animals were collected from soil samples using dry extraction methods. The nuanced methodology varied from dataset to dataset.
No sample size calculation was performed; the sample size was deemed to have sufficient spatial coverage compared to that used in
previous global soil biogeographic studies. The representativeness of the dataset was assessed using multivariate analysis across the
73 environmental layers included in the geospatial modeling.

Sample- and site-level data were collected from published literature, unpublished personal datasets and Edaphobase. The initial
collection of data was done by all co-authors, the compilation of data was done by the corresponding author.

Samples were collected worldwide with sampling dates ranging from 1970 to 2019. The data represents most of the seasons and
years within this period. Data selection process did not involve temporal aspect.

Data that falls out of the scope of the study (e.g. beyond soil and area-based collection methods) were excluded. Unreliable
estimations were excluded using technical filtering and expert quality check (see Extended Data Fig. 1 for more details).

Both the data and the programming code are available from Figshare: https://doi.org/10.6084/m9.figshare.16850419 allowing for a
full reproduction of the analyses. However, the results might be slightly different due to bootstrapping approach used in both path
analysis and geospatial modelling.




