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118 Reconstructing the Deep Population History of Central and South America. Cell, 2018, 175, 1185-1197.e22. 33.6 332

119 Ratio of mitochondrial to nuclear DNA affects contamination estimates in ancient DNA analysis.
Scientific Reports, 2018, 8, . 3.4 66

120

Nonhuman primates across sub-Saharan Africa are infected with the yaws bacterium
            Treponema pallidum
            subsp.
            pertenue. Emerging Microbes and Infections, 2018, 7, 1-4.

6.3 53
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