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Maximum Likelihood Analysis of the Complete Mitochondrial Genomes of Eutherians and a
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The Phylogenetic Position of Red Algae Revealed by Multiple Nuclear Genes from
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of Molecular Evolution, 2003, 56, 485-497.
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31 Phylogenomics and Morphology of Extinct Paleognaths Reveal the Origin and Evolution of the
Ratites. Current Biology, 2017, 27, 68-77. 3.9 123
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33 Phylogeny, Recombination, and Mechanisms of Stepwise Mitochondrial Genome Reorganization in
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35 Tempo and mode of mitochondrial DNA evolution in vertebrates at the amino acid sequence level:
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40 Intraspecific phylogeny and geographical variation of six species of northeastern Asiatic Sorex
shrews based on the mitochondrial cytochrome b sequences. Molecular Ecology, 2001, 10, 2199-2213. 3.9 99
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59 Root of the Eukaryota Tree as Inferred from Combined Maximum Likelihood Analyses of Multiple
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Journal of Molecular Evolution, 1991, 32, 70-78. 1.8 76
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Journal of Molecular Evolution, 1990, 31, 113-121. 1.8 75

63 Evolution of Human Polyomavirus JC: Implications for the Population History of Humans. Journal of
Molecular Evolution, 2002, 54, 285-297. 1.8 75
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672-677.
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70 Close phylogenetic relationship between vestimentifera (tube worms) and annelida revealed by the
amino acid sequence of elongation factor-l?. Journal of Molecular Evolution, 1993, 37, 66-70. 1.8 68

71 Molecular phylogenetic study on the origin and evolution of Mustelidae. Gene, 2007, 396, 1-12. 2.2 66
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84 Novel phylogeny of whales supported by total molecular evidence. Journal of Molecular Evolution,
1997, 44, S117-S120. 1.8 52
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