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We studied the global diversification of the genus Corvus, comparing phenotypic, climatic and species diversification rates between
the genus Corvus and the rest of Corvidae.

Regarding morphology, we measured almost all species available in the osteological collections of the British Museum of Natural
History, Museum National of Histoire Naturelle, Smithsonian Institution, Field Museum of Natural History, the Museum of Vertebrate
Zoology and the American Museum of Natural History. Distribution data were obtained from all species available in BirdLife.
Regarding molecular phylogenetics we appended the genetic dataset of the superfamily Corvoidea compiled by Jonsson et al (2016).

Regarding morphology, when possible we tried to include at least 2 specimens per species (male and female when possible). We
sampled linear measurements for 93 species (237 specimens), beak shape for 96 species (213 specimens) and endocraneal volume
for 76 species (197 specimens) of corvids. Distribution data consisted in 121 species. Regarding genetic data, we obtained 354 new
sequences from GenBank, not included in Jonsson et al (2016).

Linear and geometric morphometric data was collected from pictures taken at osteological collections using the software ImageJ.
Pictures and measurement on pictures was collected by JGP. We measured brain volumes by filling the brain cavity of skulls of
museum specimens with 1 mm glass microballoons (GB 01, conservation resources UK limited) of known density and weighing these
microballoons with a digital scale at a 0.01 grams of precision. We converted weights to volumes using their known density. Brain
cavities were measured by JGP and FS.

September 2017. Collection of genetic data from GenBank. Data collection in the British Museum of Natural History (London):
16/01/2017 – 31/01/2017. Data collection in the Museum National d'Histoire Naturelle (Paris): 12/03/2017 – 29/03/2017. Data
collection in the Field Museum of Natural History (Chicago): 01/05/2017 - 15/05/2017 and 04/02/2019 - 08/02/2019. Data collection
in the Smithsonian Institution (Washington DC): 17/05/2017 - 22/05/2017 and 11/02/2019 - 26/02/2019. Data collection in the
American Museum of Natural History (New York): 28/02/2019 - 15/03/2019. Data collection in the Museum of Vertebrate Zoology
(Berkeley): 21/04/2019 - 04/05/2019.

We solely excluded specimens that did not have all osteological elements measured (so they could not be included in the analyses).

We repeated measurements 3 times, making sure that measurements taken on pictures were consistent. Statistical analysis were
performed using different approaches, all of them with consistent results.

We report here the results of a variety of comparative analysis on morphological and behavioral data. Because no actual experiments
were performed, randomization of test subjects does not apply

Measurements on pictures were obtained without knowing which species was being measured (to avoid biases at obtaining data).
The two main analysis used (such as BAMM and MOTMOT) estimate diversification patterns blindly without prior knowledge or
information on the shifts on diversification rates.




