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214 Resolution of the type material of the Asian elephant,Elephas maximusLinnaeus, 1758 (Proboscidea,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 142 Td (Elephantidae). Zoological Journal of the Linnean Society, 2014, 170, 222-232.2.3 32
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behaviour by Myotis nattereri (Chiroptera, Vespertilionidae) in winter. Frontiers in Zoology, 2014, 11,
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234 Mitogenomic analyses from ancient DNA. Molecular Phylogenetics and Evolution, 2013, 69, 404-416. 2.8 59
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Communications, 2013, 4, . 13.7 123
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Plasmodium falciparum
            erythrocyte membrane protein 1 domain cassettes 8 and 13 are associated with severe malaria in
children. Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, .
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253 Probable Transmission of Coxsackie B3 Virus from Human to Chimpanzee, Denmark. Emerging
Infectious Diseases, 2012, 18, 1163-1165. 3.8 19
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279 True single-molecule DNA sequencing of a pleistocene horse bone. Genome Research, 2011, 21, 1705-1719. 4.6 117

280 mapDamage: testing for damage patterns in ancient DNA sequences. Bioinformatics, 2011, 27, 2153-2155. 4.7 359
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290 Fossil avian eggshell preserves ancient DNA. Proceedings of the Royal Society B: Biological Sciences,
2010, 277, 1991-2000. 2.4 113

291

Ancient DNA analyses exclude humans as the driving force behind late Pleistocene musk ox () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 672 Td (            Ovibos moschatus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 662 Td (            ) population dynamics. Proceedings of the National Academy of Sciences of the United States of

America, 2010, 107, 5675-5680.

7.5 226

292 Ancient mitogenomics. Mitochondrion, 2010, 10, 1-11. 4.0 66
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