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Figure S1: Univariate scaled evolution of primate HF subregions and the total hippocampus
Across all plots, colors represent regimes with significantly different mean values, as predicted by univariate l1OU models and confirmed with pANCOVA. Phylogenetic regressions show log region size against log medulla size. Dashed lines indicate significantly different regimes means. F and p values indicate the significance of a pANCOVA [Smaers and Rohlf 2016] test for a difference in intercept between the model with the best fit regime configuration and a null model. Best-fit regime configurations highlight branches with a similar mean trait value as estimated by a univariate OU model [Khabbazian et al. 2016] and confirmed by pANCOVA [Smaers and Rohlf 2016]. Arrows indicate bootstrap support of grade shifts derived from OU models. A signal to noise ratio (SNR) is employed as an indicator of model fit. Curved lines approximate the distributions for anthropoids (blue) and strepsirrhines (green). A gray curved line was used when anthropoids and strepsirrhines are not separate regimes.
Figure S2: Univariate unscaled evolution across primate HP subregions and the total hippocampus
Colors represent regimes with significantly different mean values (unscaled volumes) as predicted by univariate l1OU models [Khabbazian et al. 2016]. Arrows indicate bootstrap support of grade shifts derived from OU models. A signal to noise ratio (SNR) is employed as an indicator of model fit.
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