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41 The phylogenetic affinities of the extinct glyptodonts. Current Biology, 2016, 26, R155-6 63 57

Shotgun Mitogenomics Provides a Reference Phylogenetic Framework and Timescale for Living
Xenarthrans. Molecular Biology and Evolution, 2016, 33, 621-42

Mammuthus Population Dynamics in Late Pleistocene North America: Divergence, Phylogeography, 5
39 and Introgression. Frontiers in Ecology and Evolution, 2016, 4, 37 3

Eighteenth century Yersinia pestis genomes reveal the long-term persistence of an historical
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