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Extraction of latent factors from genetic data by matrix factorization
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Information or annotation described in genetic database, such as disease and gene functions have relationships each other.

However they are described as if they were independent concepts. This causes difficulty to understand in their deep meanings

for the user even for the specialists. To manifest such relationships among terms, it is required to extract hidden relationships

among biological concepts and add them into databases. For this purpose, we have factorized genetic data set and extracted

some hidden relationships suggested by matrix factorization. This re-organization of knowledge is helpful for precise

manipulation of information.
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