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The giant anteater is a xenarthran species highly specialized for myrmecophagy that occupies various 
habitats, from grassland and floodplains to forests. Currently ranging from Honduras southwards to 
northern Argentina, it is constantly threatened by illegal hunt, habitat loss and fragmentation, wildfires 
and road kills. Although this iconic species holds a vulnerable conservation status, its populations are 
poorly studied. A recent work by Clozato et al. (2017) found an overall high genetic diversity for the species 
and signs of population expansion. Moreover, the authors detected a notable genetic divergence between 
populations from Cerrado (CE)+Pantanal (PT) and Amazonia (AM), and a possible past connection 
between AM and the Atlantic forest (AF). Thus, to test the robustness of the findings of Clozato et al. 
(2017) and further increase the knowledge on the population genetic structure, dynamics and ancestral 
demography of the giant anteater, we analyzed 2854 bp of mitochondrial (HVI, Cyt-b) and nuclear (RAG2, 
vWF exon 28, BDNF) sequences of 106 individuals, including the previous work’s dataset. Despite nuclear 
amplification rate of only ≈ 60%, we were able to construct haplotype networks for each locus; to perform 
a spatial Bayesian clustering analysis with mitochondrial data on Geneland; and to recover a time-scaled 
multilocus Extended Bayesian Skyline Plot (EBSP). Geneland indicates two as the most likely number of 
genetic clusters, CE+PT+AF and AM, in agreement with patterns exhibited in the mitochondrial network. 
Signs of population expansion suggested by star-shaped mitochondrial and RAG2 networks were 
confirmed by the EBSP, which detected a ≈ 7.5-fold population growth starting between 60–40 kya. 
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