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- Divergence time estimation using genome-scale sequence data. Tamura K. Symposium on "Genome Evolution at

Mishima" (2017 4 3 H)

- Comparative RNA-seq analysis of antifungal immune responses among Drosophila species. Seto Y and Tamura K.

SMBE 2016, Annual Meeting of the Society for Molecular Biology and Evolution (2016 4= 7 H)
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+ Deciphering the routes of invasion of Drosophila suzukii by means of ABC random forest. Fraimout A, Debat V,
Fellous S, Hufbauer RA, Foucaud J, Pudlo P, Marin J-M, Price DK, Cattel J, Chen X, Depra M, Duyck PF,
Guedot C, Kenis M, Kimura MT, Loeb G, Loiseau A, Martinez-Safiudo I, Pascual M, Richmond MP, Shearer P,
Singh N, Tamura K, Xuéreb A, Zhang J, Estoup A. Mol. Biol. Evol. 34:980-996. (2017 4= 4 H)

+ Fast and accurate estimates of divergence times from big data. Mello B, Tao Q, Tamura K, Kumar S. Mol. Biol.
Evol. 34:45-50. (2017 4= 1 H)

+ MEGA7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger Datasets. Kumar S, Stecher, G,
Tamura K. Mol. Biol. Evol. 33:1870-1874. (2016 -7 A)
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