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12 Light reflection from crystal platelets in iridophores determines green or brown skin coloration in
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18 Polymorphism and evolution of ribosomal DNA in tea (Camellia sinensis, Theaceae). Molecular
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26 Comment on â€œNuclear Genomic Sequences Reveal that Polar Bears Are an Old and Distinct Bear
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28 Ancestral Polymorphisms and Sex-Biased Migration Shaped the Demographic History of Brown Bears
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Complete nucleotide sequence of the mitochondrial genome of a Malagasy poison frog Mantella
madagascariensis: Evolutionary implications on mitochondrial genomes of higher anuran groups.
Molecular Phylogenetics and Evolution, 2006, 39, 223-236.
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64 Evolution of BK Virus Based on Complete Genome Data. Journal of Molecular Evolution, 2006, 63,
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