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module in breast cancer cells. Oncotarget. 8(34):55821-55836. doi: 
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10.1109/TNB.2017.2670601, (2017).  
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21. Kayano M, Matsui H, Yamaguchi R, Imoto S, Miyano S. Gene set differential 
analysis of time course expression profiles via sparse estimation in functional 
logistic model with application to time-dependent biomarker detection. 
Biostatistics. 17(2):235-248, (2016).  

22. Hasegawa T, Niida A, Mori T, Shimamura T, Yamaguchi R, Miyano S, Akutsu T, 
Imoto S, A Likelihood-free Filtering Method via Approximate Bayesian 
Computation in Evaluating Biological Simulation Models. Computational Statistics 
& Data Analysis. 94:63-74, (2016).  

 


