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451 Correlated Genetic and Ecological Diversification in a Widespread Southern African Horseshoe Bat.
PLoS ONE, 2012, 7, e31946. 1.1 25
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Symbionts. PLoS ONE, 2012, 7, e39994. 1.1 31

465 Always Look on Both Sides: Phylogenetic Information Conveyed by Simple Sequence Repeat Allele
Sequences. PLoS ONE, 2012, 7, e40699. 1.1 32

466 The Pattern of Genetic Variability in Apomictic Clones of Taraxacum officinale Indicates the
Alternation of Asexual and Sexual Histories of Apomicts. PLoS ONE, 2012, 7, e41868. 1.1 52

467 Phylogeography of the Crown-of-Thorns Starfish in the Indian Ocean. PLoS ONE, 2012, 7, e43499. 1.1 44
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Outflow Hypotheses in Northwestern Pacific. PLoS ONE, 2012, 7, e49487. 1.1 59
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Journal of Animal Science, 2012, 57, 171-177. 0.5 7

490
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morphological, molecular, and reproductive data. Neotropical Ichthyology, 2012, 10, 59-70. 0.5 12
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500 Nuclear Genomic Sequences Reveal that Polar Bears Are an Old and Distinct Bear Lineage. Science,
2012, 336, 344-347. 6.0 238

501 Local Adaptation in the Flowering-Time Gene Network of Balsam Poplar, Populus balsamifera L..
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Theoretical and Applied Genetics, 2012, 125, 171-184. 1.8 22

539
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Molecular phylogeography of the Japanese weasel, Mustela itatsi (Carnivora: Mustelidae), endemic to
the Japanese islands, revealed by mitochondrial DNA analysis. Biological Journal of the Linnean
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Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (Republic). Biologia (Poland), 2012, 67, 788-795.0.8 1
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anopheline mosquitoes from the southwest Pacific. Molecular Ecology, 2012, 21, 4327-4343. 2.0 22
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649 Allotetraploid <i>Mimulus sookensis</i> are highly interfertile despite independent origins.
Molecular Ecology, 2012, 21, 5280-5298. 2.0 23
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Haplotype frequencies based on eight polymorphic sites at the 3â€² untranslated region of the
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United States and the United Kingdom. Tissue Antigens, 2012, 80, 46-57. 1.0 17
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653 A simulation study on the performance of differentiationâ€•based methods to detect selected loci using
linked neutral markers. Journal of Evolutionary Biology, 2012, 25, 1364-1376. 0.8 53

654 Contrasting patterns of selection acting on MHC class I and class II DRB genes in the Alpine marmot
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2012, 147, 443-451.

2.1 11
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fungal diversity. Fungal Diversity, 2012, 52, 35-48. 4.7 8



39

Citation Report

# Article IF Citations

667 Genetic structure in lagoons: the effects of habitat discontinuity and low dispersal ability on
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