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The Great American Biotic
Interchange and the
diversification of Neotropical
carnivores

Meta-analysis of molecular phylogenies

and divergence dates derived from
nuclear gene supermatrices.

Contrasting patterns of diversification
among carnivoran families.
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L. tigrinus, L. geoffroyi, L. colocolo and L. guigna

Trigo et al. (in prep.)
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MtDNA haplotype network
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Haplotype network (intron 2, PLP1 gene, X chromosome)
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Haplotype network (intron 2, PLP1 gene, X chromosome)
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Haplotype network (intron 2, ZFY and SMCY3 genes, Y chromosome)
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Mustelidae
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Phylogeographic Patterns and Evolutionary History of the

Neotropical otter (Lontra longicaudis)
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MtDNA haplotype network

Eastern SA
French Guiana
® Brazilian Amazon
® Peru
Bolivia
® Colombia

Signal for a recent demographic expansion in eastern SA

Tajima’s D: -2.31891; p = 0.000
Fu's F =-7.96204; p = 0.001
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Comparative phylogeography and demographic
history of two South American procyonids:
Nasua nasua and Procyon cancrivorus

Mirian T. N. Tsuchiya-Jerep
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Cerdocyon thous
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Cerdocyon thous
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Genus Lycalopex
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