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Did the study involve field work? Yes No

database (https://www.iucnredlist.org/.) The phylogenies of: Faurby, S. et al. PHYLACINE 1.2: The Phylogenetic Atlas of Mammal Macroecology. Ecology 99, 2626–
2626 (2018) and Tonini, J. F. R., Beard, K. H., Ferreira, R. B., Jetz, W. & Pyron, R. A. Fully-sampled phylogenies of squamates reveal evolutionary patterns in threat
status. Biol. Conserv. 204, 23–31 (2016).
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In this study we use available data for 19256 vertebrate species distribution and phylogenetic relationships to produce pair species
matrix of geographical overlap ranges and phylogenetic distances. We test whether sympatry with closely-related species might
decrease speciation rates, and/or slow the attainment of secondary sympatry in sister species.

Two types of (open access) data were used in this study: geographical distribution data and phylogenetic data. The geographical
polygons were obteined from IUCN database (https://www.iucnredlist.org/.) The phylogenies of: Faurby, S. et al. PHYLACINE 1.2: The
Phylogenetic Atlas of Mammal Macroecology. Ecology 99, 2626–2626 (2018) and Tonini, J. F. R., Beard, K. H., Ferreira, R. B., Jetz, W.
& Pyron, R. A. Fully-sampled phylogenies of squamates reveal evolutionary patterns in threat status. Biol. Conserv. 204, 23–31
(2016). Squamates and mammals were chosen both because they are among the terrestrial organisms with the best phylogenetic
and geographical information available, but also because ecto- and endotherms seem to represent qualitatively distinct modes of
geographical range evolution. Instead of including all of the species in those taxa, we studied subclades that were more ecologically
homogeneous to facilitate the interpretation of the obtained results, focusing on the particular species for which both phylogenetic
and distribution data were available. The combined dataset included 19,256 species, more specifically: the number of species in each
clade for mammals are: Cetartiodactyla [N=230], Chiroptera [N=1,182], Diprotodontia [N=139], and Primates [N=387], and for
squamates are: Anguimorpha [N=162], Gekkota [N=1,225], Iguania [N=1,395], and Scincoidea [N=1,216].

For analysis we use all species for both clades with geographical ranges available in IUCN dataset and that were present in the cited
phylogenies. We use only IUCN data to maintain standardization of ranges sizes and locations estimation across all species.

RD and FSC were responsible for the data collection. All analyses in this paper were carried out in R 4.2.1, with the packages 'ape'
5.7.1, 'bigmemory' 4.6.1, 'dplyr' 1.1.1, 'geiger' 2.6.11, 'phytools' 1.5.1, 'rgdal' 1.6.5, 'rgeos' 0.6.2, 'stringr' 1.5.0, 'tidyr' 1.3.0, and extra
codes from https://raw.githubusercontent.com/mgharvey/ES-sim/master/R/essim.R.

The geographical range were obteined from IUCN version 2018-2 in february of 2019.

There was no exclusion of data from the analyses.

The entire analysis process can be reproduced with the codes provided.

Randomization was not a part of our study, considering we did not performed analyses with experimental groups.

Blinding was not relevant for this study because information about taxonomic groups didn't have the potential to influence study
results.




