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Today it is well know that cancer is fundamentally a genomic disease. However, it is also known
that cancer is quite complicated phenomena related to various molecular, cellular, and tissular
factors. To unveil all the mechanism of cancer, huge amount and wide variety of data are now
available. For NGSs can generate sequence and expression data in high throughput and low cost.
Also, microarray can yield large amount of expression data. In addition, data of more than millions
of chemical molecules are available. Using such data, so many computational studies on cancer
have been conducted or undergoing: statistical analysis, network simulations in systems biology,
molecular simulations for drug discovery, machine learning for analysis and prediction, etc.

However, still we need deeper analysis on cancer to understand and control it.

In the field of machine learning, deep learning is one of the hottest topics in recent years.
Though it is a technology developed from (artificial) neural network, it achieved remarkable
success in many application domains including speech recognition, image recognition, prediction
of chemical molecule compound, etc. It is said that deep learning can be a breakthrough of once par
decades, and application field of it is rapidly extending. In this talk, I introduce some basics in deep
leaning and published studies about deep learning application to biomedical data. After presenting
some preliminary studies in my lab, I'd like to discuss about the applicability of deep learning

technology to big data on cancer.
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